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ing excision of uracil residues, 1605 
DNA repair proteins RAD1 and RAD10 
S. cerevisiae 
stable and specific association, 3041 
DNA replication 
RCC1 regulator of mitosis, requirement 
of, 3337 
simian virus 40 


protein phosphatase 2A, activation by, 
4883 


temporal order 
mouse H-2 major histocompatibility 
complex, 5174 
DNA replication initiation 
dihydrofolate reductase locus 
CHO cells, 3715 
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early S period, confinement to, 3715 
microsine-synchronized CHO cells, 
3715 
DNA replication origin and termination 
zone 
S. cerevisiae 
chromosome III, 4733 
DNA replication origins 
single-stranded DNA, specific element 
conserved in 
HeLa Pur factor, binding by, 1257 
DNA topoisomerase II inhibitor ICRF-193 
simian virus 40 DNA and chromosome 
replication in vitro, effect on, 4007 
DNA-activated protein kinase 
human 
p53 amino-terminal transactivation 
domain, phosphorylation of 
serines 15 and 37 in, 5041 
DNA-binding specificity 
POU domain segments’ influence on one 
another, 455 
DnaJ homolog 
S. cerevisiae 
MASS, 283 
Domain boundaries 
enhancer-blocking assay 
scs elements, 2424 
Dopa decarboxylase gene 
D. melanogaster 
glia, repression and activation in, 5659 
Double-minute chromosomes 
mouse cells, methotrexate resistant 
molecular structure and evolution, 
2911 
Double-strand break repair 
two alternative pathways that are kineti- 
cally separable and independently 
modulated, 1292 
Double-strand break-induced recombina- 
tion 
homology requirements, 563 
single-stranded DNA formation, 563 
Double-strand-break repair model of re- 
combination 
X. laevis oocytes, 112 
Double-stranded RNA regulators 
DAI protein kinase, interactions with, 
5238 
Double-stranded RNA virus L-A 
S. cerevisiae 
coat protein attachment to cap struc- 
ture of eukaryotic mRNA, 3390 
DPHS methyltransferase gene 
S. cerevisiae 
diphthamide biosynthesis requirement 
for, 4026 
DRA promoter expression 
B-cell factor 1 
B cell, requirement for in, 2383 
DRE retrotransposable element 
D. discoideum 
tRNA genes, 229 
Drosophila hairy gene 
point mutations 
basic domains, in vivo requirement 
for, 2475 
helix-loop-helix domains, in vivo re- 
quirement for, 2475 
WRPW domains, in vivo requirement 
for, 2475 


Cytochrome c, presequence 
S. cerevisiae 
19-amino-acid hydrophobic region, 
cyclic AMP-responsive element-bind- 
microsine-synchronized CHO cells, 
3715 
Dihydrofolate reductase promoter activa- 
tion 
human cytomegalovirus infection ’ 
E2F, mediation by, 4364 pS 
I 
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Drosophila melanogaster 
ACE3 chorion element 


binding site, 661 
chorion element ACE3 
amplification, autonomous induction 
of, 2444 
chromatin, i repressed 
cell-free system for assembly, 2241 
chromosome end “‘healing”’ 
HeT-A t le element, 3910 
cyclic AMP-responsive element-binding 
transcriptional activator 
dCREB-A, 4123 
leucine zipper family member, 4123 
gene 
glia, repression and activation in, 5659 
fat body enhancers, negative control ele- 
ments in 
transcriptional repressor protein, 4093 
fork head protein 
transcriptional activation domain con- 
servation with hepatocyte nuclear 
factor 3B, 3723 
fructose-1,6-bisphosphate aldolase gene 
ancient exon, alternate use of diver- 
gent forms of, 773 
hairy gene, 2475 
HeT-A transposable element 
chromosome end “‘healing,’’ 3910 
heterogeneous nuclear ribonucleoprotein 
complexes and proteins, 847 
high-mobility-group protein and its 
cDNAs, 1915 
RNA polymerase II 
15-kilodalton subunit, necessity for 
viability, 928 
RNA polymerase II complexes 
stability in vitro, 2067 
rotund transcript 
human Rac GTPase-activating pro- 
teins, similarity to, 5111 
sion during, 5111 
sry B and 6 proteins 
binding at specific chromosomal sites, 
724 


zinc fingers and other domains, coop- 
eration of, 724 
vermilion gene TATA-less 
in vivo analysis, 4571 
zeste protein 
conserved DNA-binding and self-asso- 
ciation domains, 598 
D. virilis zeste protein, 598 
hairy gene, 2475 
zeste protein 
conserved DNA-binding and self-asso- 
ciation domains, 598 
D. melanogaster zeste protein, 598 


E1A 


eIF-4E mRNA 5’ cap-binding protein 
cooperation in transformation of pri- 


mary rodent fibroblasts, 1234 
F9 cell differentiation 


ATF, Spl, or TATAA promoter 
elements, 512 
E1A-associated 300-kilodalton protein 
DNA-binding properties, 2826 
E1A-responsive elements 
rat 
E2A 
HEB helix-loop-helix protein, relation 
to, 1031 
E2-containing promoters 
EllaE, c-myc, and RB/ 
RBI gene product, 
pression by, 3431 


human infection 


dihydrofolate reductase my acti- 


tion of DNA binding by, 1905 
Early growth response gene 
novel putative protein kinase, 4164 
Early meiotic recombination genes 
S. cerevisiae 
REC102 and REC107/MER2, 1248 
Early meiotic transcripts 
S. cerevisiae 
high instability, 3948 
Early response genes 
growth factors, induction by, 3919 
EBNA2 
Burkitt’s lymphoma cells 
alpha interferon, resistance towards, 
4930 
E-box motif 
Akv murine leukemia virus enhancer 
helix-loop-helix transcriptional activa- 
tor proteins, binding of, 3449 
E-box-independent pathway 
cardiac muscle gene 
HF-1a ubiquitous factor, 1469 


of system for joining of, 811 
eIF-2a kinase GCN2 
S. cerevisiae 
histidy!-tRNA synthetases, domain 
telated to, 5801 
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eIF-2a kinase GCN2, mutants defective 
for 


eIF-4E translation initiation factor 
mRNA 5’ cap-binding protein 
v-myc or E1A, cooperation with in 
transformation of primary rodent 
fibroblasts, 1234 
phosphorylation induction in a ras-de- 
pendent manner 
nerve growth factor-mediated PC12 
cell differentiation, 1239 


pression 
Elf-1 novel Ets-related protein 
cis-acting sequences required for func- 
tion of interleukin-2 enhancer, bind- 


novel DNA-binding motif, 5667 
zinc finger domain, 5667 
Embryonic stem cells 
coelectroporation 
small mutations, introduction of, 2769 
high-fidelity gene targeting 
sequence replacement vectors, 2919 
homologous recombination 
DNA ends, role and fate of, 2464 
itis virus 
internal ribosome entry site 
bifunctional RNA in mouse, construc- 
tion of, 3636 
Endonuclease I-Scell 
group I encoded 
complex recognition site, 716 
Endoplasmic reticulum 
S. cerevisiae 
insertion of membrane proteins, inhi- 


quirement for, 3288 
topology and functional domains, 3288 
reticulum protein 


EUG! gem gene, 4601 


tein GP116 
ankyrin, interaction with, 4464 
CD44, resemblance to, 4464 
4464 
Enhancer-biocking assay 
scs elements function as domain bound- 
aries, 2424 


; [OR induction endogenous retrovirus expression, reg- S. cerevisiae 
of, 2444 ulation of, 4824 GLC7 restoration of GCN4 transla- 
Adh adult enhancer E1Aj25 product tional activation, 5700 
alcohol dehydrogenase expression, adenovirus 
tissue specific, 661 promoter-specific trans-activation by, 
steroid hormone receptor-like protein 4391 
Ela adenoviral oncogene 
transactivation 
; interaction of common factor with 
RBI gene product, transcriptional re- 
ing to, 1043 
protein 
- FTZ-F1 steroid receptor superfamily 
member 
E2F murine homolog, 1286 
=» 
multiprotein complex formation, medi- 
ation of, 4364 
E2F transcription factor 
retinoblastoma-associated proteins, 5620 
E7 protein 
papillomavirus type 16, human 
retinoblastoma gene product, inhibi- 
bition by C-terminal sequences, 
276 
Endoplasmic reticulum membrane protein 
Sec63p 
secretory protein translocation, re- 
resem- 
HF-1b/MEF-2 distinct muscle factor, blance to, 4601 
1469 Endothelial cell surface receptor tyrosine 
EGDI1 kinase, novel 
S. cerevisiae epidermal growth factor homology do- 
GAL4 DNA binding, 5683 mains, 1698 
human BTF3, homolog of, 5683 Endothelial cell transmembrane glycopro- 
Egg maturation 
X. laevis 
nonhomologous DNA ends, activation 
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Enteroendocrine cell 

secretin gene expression 

transcriptional enhancer, 3531 

env gene 

mouse mammary tumor virus 
activation-dependent, T-lymphocyte- 

transcriptional activator, 
3262 


Epidermal growth factor 
3T3 cells, stimulation of growth in 
insulinlike growth factor 1 and recep- 
tor, role of, 3883 
calcium-dependent induction of gene 
expression 
novel enhancer element, mediation by, 
2793 
protein kinase C, 2793 
endothelial cell surface receptor tyrosine 
kinase, novel 
homology domains, 1698 
Nck phosphorylation, stimulation of, 
5843 
oncogenic signal cascade 
Raf-1 protein kinase and platelet-de- 
rived growth factor, 5078 
Epidermal growth factor receptor 
anti-oncogenic activity, 491 
phosphatidylinositol 3-kinase-associated 
p85, interaction with, 981 
protein tyrosine kinase activity 
oncogenic activation correlated with 
altered kinetics, 2010 
signalling-defective mutants, 491 
anti-oncogenic activity, 491 
Epidermal growth factor receptor C termi- 
nus 
tyrosine phosphorylation 
phospholipase C, requirement for acti- 
vation of, 128 
Epidermal growth factor-responsive se- 
quence element 
c-jun promoter, 4472 
: hydrolase gene expression 
ra 
bipartite suppressor, down-regulation 
by, 4496 
factor-binding sites, conjunction of 
two distinct, 4496 
Epstein-Barr virus 
BZLF'1 transactivator 
c-myb, synergistic interaction with, 
136 


alternatively processed mRNA, 883 
soluble, truncated form of receptor 
that can block ligand-dependent 
transformation, 883 
ErbB proteins 
protein tyrosine kinase activity 
oncogenic activation correlated with 


altered kinetics, 2010 
erk 
protein kinases 
nuclear localization and regulation, 
915 
rsk-encoded protein kinases, 915 
Erythroleukemia cells 
heterogeneous nuclear ribonucleoprotein 
Al gene 
cell growth, lack of need for, 4449 
retroviral insertions, downstream, 
4449 


human 
heat shock factor 2 activation, 4104 
hemin-induced differentiation, 4104 


promoter and enhancer cooperation, 
5373 


steroid receptor response elements, 
5373 
Erythropoietin gene enhancer 


binding of nuclear factor induced by 
hypoxia, 5447 
Erythropoietin receptor 
phosphorylation, in vitro, 706 
pp130, associated protein, 706 
transmembrane region 
Friend spleen focus-forming virus 
gp55 glycoprotein, activation by, 
2949 


WSAWSE and cytosolic domains, muta- 
tions in 
ligand binding and internalization, 
4553 
signal transduction, 4553 
Erythropoietin receptor gene 
multipotential hematopoietic and embry- 
onal stem cells 
differentiation stage-specific regula- 
tion, 1815 
ES cells 
homozygous mutant 
single targeting construct, production 
with, 2391 
esk kinase 
cDNAs, multiple 
transmembrane and intracellular en- 
zyme isoforms, 2681 
n receptor 
DNA-binding ability 
antiestrogens, actions of, 4531 
hormone-independent transactivation, 
4531 
DNA-binding domain binding to estro- 
gen response element 
DNA bending, induction of, 2037 
Estrogen response element 
estrogen receptor DNA-binding domain, 
binding to 
DNA bending, induction of, 2037 
ets-2 DNA-binding domain 
mitogenic signalling by colony-stimulat- 
ing factor 1 and ras, suppression of, 
5355 
Ets-related protein Elf-1 
cis-acting sequences required for func- 
tion of interleukin-2 enhancer, bind- 
ing to, 1043 
EUGI gene 
S. cerevisiae 
endoplasmic reticulum protein, 4601 
protein disulfide isomerase, resem- 
blance of protein to, 4601 
Eukaryotic transcriptional repressor PRDI- 
BF1 


sequence-specific DNA binding 
requirement for only two of five zinc 
fingers, 1940 
Evi-1 zinc finger gene 
myeloid cells (32Dcl3) 
granulocytic differentiation in 


response 
to granulocyte colony-stimulating 
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factor, block of, 183 
Excision repair tracts 
meiotic recombination 
S. cerevisiae, 1805 
Extracellular matrix 
GP116, interaction with, 4464 
Extrachromosomal homologous DNA re- 
combination 
plant cells 
CpG methylation, unaffected by, 3372 


F9 cell 
differentiation 
endogenous retrovirus, expression of, 
4824 


F9 embryonal carcinoma cell 
cyclic AMP response element-binding 
protein 
somatostatin promoter, inability to 
activate, 1096 
PEA3-binding protein, 91 kilodalton 
down-regulation during differentiation, 
2213 
protein kinase A catalytic subunit 
somatostatin promoter, inability to 
activate, 1096 
Fat body enhancers, negative control ele- 
ments in 
D. melanogaster 
transcriptional repressor protein, 4093 
FBR (Gag-Fos) protein 
transrepression 
myristylation, inhibitory effect of, 876 
FceR1-mediated tyrosine phosphorylation 
RBL-2H3 rat basophilic leukemia cells 
multiple proteins, 3176 
phospholipase Cy1, 3176 
receptor By, complex, 3176 
Ferritin H chain 
Friend erythroleukemia cells, expression 
in 
hemin, transcriptional and transla- 
tional regulation by, 3015 
a-Fetoprotein gene 
mouse 
raf regulation of postnatal repression 
at the posttranscriptional level, 
856 


Fibroblast 
transformation 
gip2 oncogenes, GTPase deficient, 190 
Fibroblast growth factor 
nerve growth factor receptor gene pro- 
moter activity, enhancement of 
human neuroblastoma cell line 
CHP 100, 2193 
Basic fibroblast growth factor 
mitogenesis in whole cells 
heparin, requirement for, 240 
soluble receptor, cell-free binding to 
heparin, requirement for, 240 
Fibroblast growth factor receptor 1 
extracellular region, differential splicing 
variants with different ligand-binding 
specificities, 82 
Basic fibroblast growth factor receptor 
basic fibroblast growth factor binding 
heparin, requirement for, 240 
Fibroblast growth factors 
cysteine-rich receptor, 5600 


human 
hypoxic induction, 5373 
c-erbB gene 
avian 
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Flagellar radial 
C. reinhardtii 
two proteins, homology between, 3967 
Flagellum 
T. brucei 
adenylate cyclase encoded by gene 
from VSG expression site, 1218 
Flavonoids 
heat shock factor inhibition, 3490 
Footprinting, in vivo 
interferon induction of gene transcrip- 
tion, analysis of, 1 
Formate (for) locus 
N. crassa 
cytosolic serine hydroxymethyltrans- 
ferase, 1412 
Fos 
overexpression 
mammary epithelial cell differentia- 
tion, inhibition of, 3890 
c-fos 


human atrial natriuretic peptide 
c-jun, divergent regulation with, 292 
intracellular location during cell cycle 
progression, 3548 
liver regeneration, G, phase of 
LRF-1, JunB, and c-Jun, interactions 


mRNA instability, protein-coding region 


determinant of 
destabilization function, 5748 
purine-rich sequence, binding of two 
cellular proteins to, 5748 
serum response element 
zinc finger protein, binding to, 2432 
c-Fos protein 
cyclic AMP-dependent protein kinase 
phosphorylation site, alteration of 
transforming potential, augmentation 


c-fos serum response element 
serum stimulation, maximum 
serum response factor, 4769 
SRE-binding protein, novel binding 
factor, 4769 
Fos/Jun complexes 
mouse fibroblasts 
exponential growth, 5015 
G,-to-G, transition, 5015 
Friend erythroleukemia cells 
ferritin H-chain expression 
hemin, transcriptional and transla- 
tional regulation by, 3015 
PU.1 transcription factor 


differentiation, control of, 2967 
Friend spleen focus-ferming virus gp55 
glycoprotein 
erythropoietin receptor activation 
transmembrane region, 2949 
Fructose-1,6-bisphosphate aldolase gene 
D. melanogaster 
ancient exon, alternate use of diver- 
gent forms of, 773 
FTZ-F1 
nuclear hormone receptor, insect 
novel DNA-binding motif, 5667 
zinc finger domain, 5667 
FTZ-F1 steroid receptor superfamily mem- 
ber 


murine 
embryonal long terminal repeat-bind- 
ing protein, 1286 
Fused protein domains 
LexA DNA binding, inhibition of, 3006 


transition 
BALB/3T3 cells 
JE and KC gene downregulation, lack 
of prevention by, 4612 
G, arrest 
S. cerevisiae 
RNA polymerase C (III) subunit inac- 
tivation, 4314 
G protein y subunit 


Ys 
cDNA and genomic sequence, 1585 
gag/pol and vpu/env mRNAs 
association 
human immunodeficiency virus type 1 
Rev protein, 1375 
Gag-Fos (FBR) protein 
transrepression 
myristylation, inhibitory effect of, 876 
GALI, GAL7, and GAL10 gene 3’ regions 
S. cerevisiae 
RNA processing, in vitro, 4262 
GALI or GAL3 overproduction 
S. cerevisiae 
GAL4 protein, galactose-independent 
activation of, 2701 
GAL/MEL regulon, 2701 
GAL4 
S. cerevisiae 
GAL/MEL regulon, 2701 
galactose-independent activation, 2701 
phosphorylation of transcriptionally 
active form and association with 
GAL80, 4981 
GAL80 
S. cerevisiae 
GAL4 phosphorylated and transcrip- 
tionally active form, association 
with, 4981 
GAL/MEL regulon 
S. cerevisiae 
GALI or GAL3 overproduction, 2701 
GALA protein, galactose-independent 
activation of, 2701 
s G protein subunit 
cDNA and genomic sequence, 1585 
Gamma interferon 
mRNA species, induction of 
mouse cell line RAW 
264.7, 1535 


t(8;14)(q24;q11) translocation, 475 
GAP GTPase-activating protein 
p21°"**, associated with 
NIH 3T3 cells, 936 
tetradecanoyl phorbol acetate-induced 


ific ge 
growth, differentiation, and develop- 
ment, regulation and expression 


activity, 2690 
TPI upstream activating sequence, 


GCR2 
S. cerevisiae 
glycolytic gene activation, 3834 
Gene flanking regions 
single-stranded DNA, specific element 
conserved in 
HeLa Pur factor, binding by, 1257 
Gene replacement 
one-sided homologous recombination, 
360 
Gene targeting frequency 
function of extent of homology between 
targeting vector and target locus, 
3365 
Gene targeting, high fidelity 
embryonic stem cells 
sequence replacement vectors, 2919 
Genome digestion 
physiological cell death by cytotoxic T 
lymphocytes 
dispensable consequence, 3060 
Germ line Va segment transcription 
T-cell receptor a-chain rearrangement, 
correlation with, 1480 
GHAI 
S. cerevisiae 
glycogen branching pam allelic 
gene encoding, 22 
Giardia lamblia 
cysteine-rich protein gene family 
CRP170 gene, loss in an antigenic 
variant, 1194 
gip2 oncogenes 
GTPase deficient 
fibroblast transformation potential, 190 
GLC3 
S. cerevisiae 
glycogen branching enzyme, allelic 
gene encoding, 22 
GLC7 truncated protein phosphatase 
S. cerevisiae 
GCN4 expression, restoration of 
translational activation of, 5700 
Glia 


D. 


melanogaster t 
dopa decarboxylase gene, repression 
and activation of, 5659 
Glia-specific gene 
zinc finger C,-HC, recognition by, 5632 


SUBJECT INDEX xvii 
Fibroblasts /8 T-cell leukemia 
human pvt-1 locus 
interferon signaling, 4486 
mammalian 
Nck protein, transformation by, 5834 
mouse 
Fos/Jun complexes during exponential 
growth, 5015 responses, regulation of, 936 
Fos/Jun complexes during G,-to-G, gas5 
transition, 5015 
Fibroblasts, immortal 
human 
altered chromosome 6, 2273 during, 3514 
Fibronectin gene transcription GCN4 
rat S. cerevisiae 
GLC7, restoration of translational ac- 
tivation by, 5700 
GCRI1 
with, 4654 
mRNA degradation 
U-rich sequence-binding proteins, 
2931 


hypersensitive site 2) 
human globin genes 


transgenic mice, developmental regu 


lation in, 2057 
a-Globin locus upstream regulatory ele- 
ment 
human 
in vivo footprinting by guanine and 
adenine ligation-mediated poly- 
merase chain reaction, 2135 


in produc- 
tion of mRNA degradation prod- 
ucts, 1149 
Glucocorticoid 
of 
transcriptional transactivation func- 
tions localized to N terminus, 589 
octamer transcription factor 
direct protein-protein interaction, 
functional interference by, 4960 
homeo subdomain, interaction with, 
4960 
Glucocorticoids 
interleukin-6, synergistic action with 
interleukin-6 response element, 2282 
Tat a, macroglobulin gene, 2282 
promoter, upstream 
insulinoma cells, transcription in, 4578 
repression 
S. cerevisiae 
control of mRNA turnover, 2941 
Glucose transporter 
isotype switch 


pancreatic B cells, T-antigen-trans- 


GTPase-activating protein 


ore phosphorylation 


4464 
G-protein a subunit 
C. albicans, asexual 
al-a2 repressor, regulation by, 1977 


S. cerevisiae mating signal transduc- 
tion pathway, function in, 1977 


cyclases 
natriuretic peptide receptor 
kinaselike regulatory domain, 2581 
Guide RNAs 
T. brucei 


RNA editing, developmentally regu- 
lated, 2043 


NIH 3T3 cells, induction of malignant 
transformation of, 4687 
Granulocyte colony-stimulating factor 
granulocytic differentiation 
Evi-1 zinc finger gene, block by, 183 
Granulocytic differentiation 
HL-60 cells 
retinoic acid 
tion by, 3743 
Group II introns 
deleted for multiple substructures 
self-splicing activity, 1950 
Growth arrest-specific gene 
gas5S 


family, media- proteins bound to CCAAT and oc- 
tamer motifs, functional cooper- 


growth, differentiation, and develop- 
ment, regulation and expression 


during, 3514 
Growth factors 


3273 
protein-DNA interactions, 3273 


S. cerevisiae 


HEM13 repression, 2616 
HAP2- and heme-responsive elements 


S. cerevisiae 


early response genes, induction of, 3919 
Growth 


— gene COX6 regulation, 2302 
increased stability and nu- 
clear polyadenylation accompany: 


— hormone depletion, 
regulation, 2624 


posttranscriptional erythroleukemia cells, human 
Growth hormone gene, human 


hemin-induced differentiation, activa 
tion during, 4104 
Heat shock protein 
70-kilodalton 


fusion mei with rat phosphoenolpyru- 
gene 
Pine: mice, 1007 
GT box-binding proteins 
Sp1 multigene family, novel 
T-cell receptor gene expression, regu- 
lation of, 4251 


cytosolic cognate, 2186 
nucleus, transport of proteins into, 
2186 
Heat shock transcription factor 
HSP70 expression, 1528 
PGA, antiproliferative prostaglandin i in- 
duction of HSP70 expression, 1528 


S. cerevisiae 


p21, interaction with 
GAP C-terminal domain not sufficient 
for full activity, 2050 
platelet-derived growth factor B subunit, heterologous transcriptional activation 
binding to distinct region of, 2534 domain fusion, temperature-de- 
SH2-SH3 domains pendent regulation of, 1021 
HEB helix-loop-helix protein 
E2A and ITF2, relation to, 1031 
myogenic regulatory factors, modulation 
of DNA-binding ability, 1031 
HeLa Pur factor 
single-stranded DNA binding 


DNA replication origins, specific ele- 
ment conserved in, 1257 


gene flanking regions, specific element 


gene expression, induction of in Ras- 
dependent fashion, 3425 
Ras-dependent gene induction, 3425 
1’ activation, 3903 
platelet-derived growth factor, stimu- 


calcium-induced differentiation, 5319 


GTPase-deficient gip2 oncogenes 


regulation of, 2143 
GP116 endothelial cell transmembrane gly: 
coprotein 
ankyrin, interaction with, 4464 
CD44 


, resemblance to, 


fibroblast transformation potential, 190 
Gtrl putative GTP-binding protein 


“MOTI gene product, 1879 
Helicase-related protein in a new family 


S. cerevisiae 
SNF2, essential gene homologous to 
1893 
Helix-loop-helix protein 
HEB 


E2A and ITF2, relation to, 1031 
myogenic regulatory factors, modula- 
tion of DNA-binding ability, 1031 
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a-Globin extracellular matrix, interaction with, 
transcription factor CP2 
- to B-globin gene switching 
human 
1561 
Globin genes G, 
human a subunit, mutated H-2 major histocompatibility complex 
transgenic mice, developmental regu- mouse 
lation in, 2057 DNA replication, temporal order of, 
Globin genes, y and e 5174 
human H2B gene 
silencer sequences, binding of nuclear X. laevis 
protein to, 4919 early development, transcription in, 
8-Globin locus control region element (5’ 4400 
H4 histone 
human 
human 
ctivation by, 
Heat shock factor 2 
formed, 422 
Glycogen branching enzyme 
S. cerevisiae 
GHAI, 22 
Glycolytic genes 3903 
GCR2 in keratinocyte Heli , presumptive 
ptatary | 
gonadotrope-specific protein, regula- 
tion by, 2143 
pituitary Pho84 inorganic phosphate transporter , 
glycoprotein hormone a-subunit gene, function, 2958 , 
S. cerevisiae 
anti-Cdc25 antibodies, inhibition by, 
2653 
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Helix-loop-helix proteins, myogenic 
cyclic AMP-dependent protein kinase, 
inhibition of activity by, 4478 
Helix-loop-helix transcriptional activator 

proteins 
E-box motif of Akv murine leukemia 
virus enhancer, binding to, 3449 
HEM13 repression 
S. cerevisiae 
HAP!1 and ROX1, formation of regula- 
tory pathway by, 2616 
Hematologic disease 
mice, BALB/c 
bcr-abl retrovirus, 1755 
Hematopoietic cell line 
factor dependent 
nonmyristoylated Abl proteins, trans- 
formation by, 1864 
Hematopoietic cells 
protein tyrosine phosphatase containing 
SH2 domains 
preferential expression, 836 
Hemimethylation and hypersensitivity 
X-linked genes, inactive 
transcriptional reactivation, 3819 
Hemin 
ferritin H chain 
transcriptional and translational regu- 


proliferation in a regenerating liver and 
in culture 
C/EBPa inhibition of e i 
growth dependent, 2553 
Hepatocyte growth factor gene 
met proto-oncogene, 5152 
tumorigenicity, 5152 
Hepatocyte nuclear factor 1 
apolipoprotein B gene second-intron en- 
hancer, need for activity of, 1134 
liver development, 3023 
Hepatocyte nuclear factor 3B 
liver transcription factor 
cell-specific factor, 552 
positive autoactivation, 552 
promoter activity, restricted, 552 
transcriptional activation domain 
D. melanogaster fork head protein, 
conservation with, 3723 
Hepatoma cells 
catalase gene 
negative regulation of expression, 2525 
HeT-A transposable element 
D. melanogaster 
chromosome end “‘healing,’’ 3910 
Heteroduplex DNA formation 
intrachromosomal gene conversion, 
mammalian, 1546 
Heterogeneous nuclear ribonucleoprotein 
Al gene 
erythroleukemia cells 
cell growth, lack of need for, 4449 
retroviral insertions, downstream, 
4449 
Heterogeneous nuclear ribonucleoprotein 
complex 
K protein, 164 
Heterogeneous nuclear ribonucleoprotein 
complexes and proteins 
D. melanogaster, 847 


Heterogeneous nuclear ribonucleoproteins 
mRNA precursors, differential binding to 
spliceosome assembly in vitro, 3165 
HEX2/REG2 
S. cerevisiae 
glucose repression, negative regulator 
of, 2673 
SRNI1 RNA-processing gene, identical 
to, 2673 
HF-1a ubiquitous factor 
cardiac muscle gene expression 
distinct muscle factor (HF-1b/MEF-2), 
1469 
E-box-independent pathway, 1469 
HF-1b/MEF-2 distinct muscle factor 
cardiac muscle gene expression 
E-box-independent pathway, 1469 
ubiquitous factor HF-1a, 1469 
High-frequency germ line gene conversion 
transgenic mice, 2545 
High-mobility group I protein 
poly(dA-dT) upstream activating se- 
quence binding 
lymphotoxin (tumor necrosis factor-B) 
gene regulation, 894 
High-mobility-group proteins 
D. melanogaster, 1915 
HIP1 binding site 
dihydrofolate reductase gene promoter 
growth regulation, requirement for, 
1054 


HIP1 initiator element 
dihydrofolate reductase gene 
RNA polymerase II C-terminal do- 


nucleosome loss, activation to fully 
induced levels by, 1621 
Histidyl-tRNA synthetases 
S. cerevisiae 
eIF-2a kinase GCN2, 5801 
Histone acetylation 
chromatin topology, effects on, 5004 
Histone genes 
S. cerevisiae 
cell cycle regulatory genes, 5249 
S-phase transcription, 5249 
Histone H1 
CTF/NF-I, transcriptional regulation by, 
5228 
Histone H2B gene 
X. laevis 
early transcription in, 


proteins bound to CCAAT and oc- 
tamer motifs, functional cooper- 
ation between, 4400 
Histone H3 transcription 
S. cerevisiae 
constitutive negative regulatory ele- 
ment, control by, 5455 
multiple cell cycle activation sites, 
control by, 5455 
Histone H4 
protein-DNA interactions 
gene promoters, 3273 
human, 3273 
overlapping and CpG methylation sen- 
sitive, 3273 
Histone promoter 
sea urchin 
U1 small nuclear RNA 3’ end forma- 


embryonic stem cells 
DNA ends, role and fate of, 2464 
one-sided 
gene replacement, 360 
Homologous recombination, interallelic 
thymidine kinase gene, human 
X rays, induction by, 2730 
recombination, intrachromo- 
somal 


mammalian cells 
transcription, enhancement ” 5311 
HOPI gene, meiotic induction 
S. cerevisiae 
positive and negative regulatory sites, 
control by, 3706 
Hormone-independent transactivation 
estrogen receptor DNA-binding ability, 
4531 
HPRT gene 
polyomavirus enhancer integration 
chromatin accessibility, 5785 
HSP70 
PGA, antiproliferative prostaglandin, 
induction by 
growth-dependent response, 1528 
heat shock transcription factor activa- 
tion, mediation by, 1528 
hsp70 gene 
CCAAT-binding factor 
adenovirus Ela protein, mediation of 
transcriptional activation by, 2599 
HSP90 (HSP84) 
mouse 
basic helix-loop-' zlix 
(MyoD1), conformational activa- 
tion of, 5059 
Human 
adenosine deaminase gene 
thymic regulatory region, 4170 
transgene expression, position inde- 
pendent, 4170 
alcohol dehydrogenase gene family 
liver development, temporal expres- 
sion during, 3023 
apolipoprotein B gene second-intron en- 
hancer 
C/EBP, need for, 1134 
hepatocyte nuclear factor 1, need for, 
1134 
atrial natriuretic peptide 


by, 292 
basic fibroblast growth factor mRNA 
alternative translation initiation proc- 
ess, cis-acting elements involved 
in, 4796 
BTF3 
S. cerevisiae EGD1, homolog of, 5683 
C4/P450c21/gene X locus 
duplication, mechanisms and conse- 
quences of, 2124 
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HL-60 cells 
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retinoic acid receptor family, media- 
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HLA-DRA gene 
human primary T lymphocytes, activa- 
tion in, 5610 
Homologous recombination 
lation, 3015 
Heparin 
mitogenesis, requirement for, 240 
main, 2250 
HIS3 promoter 
} S. cerevisiae 
kinase 
retinoblastoma protein, physical asso- 
ciation with, 971 
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CRK cDNA 
two encode proteins with dis- 
activities, 3482 
DNA-activated protein kinase 
p53 amino-terminal transactivation 
domain, phosphorylation of 
serines 15 and 37 in, 5041 
erythroleukemia cells 
heat shock factor 2 activation, 4104 
hemin-induced differentiation, 4104 


S-phase onset, replication at, 3499 
lipoprotein lipase (LPL) promoter 
adipogenesis, differentiation- linked 


neuroblastoma cell line CHP100, 2193 
ovarian cancer cell lines, cisplatin resis- 


tant 
cross-link repair, 


p53 
S. pombe, growth inhibition of, 1405 
p53 protein complexes 
transcriptionally active DNA-binding 
site, 2866 
type 16 
E7 protein, 1905 
retinoblastoma gene product, inhibi- 
tion of DNA binding by, 1905 
phosphoglycerate mutase gene 
muscle-specific subunit, 4384 
skeletal and cardiac muscle cells, 4384 
prointerleukin 1B gene 
cap site-proximal region, 3439 
protein tyrosine phosphatase SH2 do- 


protei 
single-stranded-DNA-binding proper- 
ties, 5673 
Rac GTPase-activating proteins 
D. melanogaster rotund 
similarity to, 5111 


ribosomal protein gene RPS14 
fine-structure map, 1687 

T lymphocytes, primary 
HLA- DRA gene activation, 5610 


X rays, induction of interallelic homol- 
ogous recombination by, 2730 
a-tropomyosin muscle-specific exon 
alternative splicing, determining se- 
quences for, 3872 
U2 small nuclear RNA 
conserved stem I strengthening, block 
of splicing by, 5464 
multiple functional domains, 5464 
US small nuclear RNA 
novel functional variants, three, 734 
X-linked genes, inactive 
hamster x human somatic cell hybrid, 
3819 
hemimethylation and hypersensitivity, 
3818 
transcriptional reactivation, 3819 


yeast adenylyl cyclase-associated CAP 


proteins, cDNA encoding protein 
related io, 5033 


Human cytomegalovirus infection 
E2F 


dihydrofolate reductase 
vation, mediation of, 4364 


Human immunodeficiency virus 
polyadenylation signal, element up- 


stream of AAUAAA within 
efficient polyadenylation in vitro, re- 
quirement for, 3699 


Human immunodeficiency virus type 1 
mRNA 3’ end formation 


relative roles of signals upstream of 


vpu/env mRNAs, 1375 
translation of gag/pol and vpu/env 
mRNAs, 1375 
Human immunodeficiency virus type 1 
mRNAs 
monocistronic, mechanisms of transla- 
tion of, 207 
multici ic, hani of \ 
tion of, 207 
Human T-cell leukemia virus type I 


constant regions, ectopic recombi- 
nation within, 4422 
5-Hydroxymethyluracil-DNA glycosylase 
DNA repair enzyme 
mammalian cell deficient in activity 
thymidine analog 5-hydroxymethyl-2- 
deoxyuridine 


erythropoietin gene, binding to, 5447 


ICRF-193 DNA topoisomerase II inhibitor 
simian virus 40 DNA and chromosome 
replication in vitro, effect on, 4007 
IFN-induced genes 
Burkitt’s lymphoma cells, 4930 
ILVI1, GCN4-independent transcription of 


"MAT, mediation of, 1078 
meiosis, mediation of nutritional con- 
trol of, 1078 
Immediate-early gene set 
novel 7-nucleotide motif 
JE gene induction by platelet-derived 
growth factor, mediation of, 5288 
Immunoglobulin kappa gene 3’ enhancer 
human 
B-cell-specific in vivo footprints, three 
second nuclear factor recruitment 
PU.1, 368 motifs with, 5206 
Immunoglobulin \ enhancers 
mouse 


B-cell ific f. binding by two 
conserved essential motifs, 309 
Immunoglobulin, membrane 
B lymphocyte 
Src family members, association with, 
2315 
Immunoglobulin p gene 
constant regions, homologous 
recombination within, 4422 
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adenine ligation-mediated poly- homologous recombination, interal- :¢—_—_____-_ = 
merase chain reaction, 2135 ite 
B-globin mRNA 
nonsense codons resulting in produc- 
tion of mRNA degradation prod- 
ucts, 1149 
fusion gene with rat phosphoenolpyru- 
vate carboxykinase gene in trans- 
genic mice, 1007 - Cereviside 
histone H4 REB1-binding site, requirement for, 
gene promoters, 3273 5516 
protein-DNA interactions, 3273 IME4 
hypoxanthine phosphoribosyltransferase 
gene 5’ region 
X chromosome inactivation, 5345 
X-linked, 5345 
immunoglobulin kappa gene 3’ enhancer 
B-cell-specific in vivo footprints, three 
motifs with, 5206 
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chromosome 19, 3499 
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c-myc P2 promoter 
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ting 
interferon induction of gene transcrip- 
tion, analysis of, 1 
Influenza virus 
NS1 mRNA 
cis-acting intron and regions, 962 
presplicing complexes, aberrantly sed- 
imenting, 962 
splicing inhibition, 962 
Initiator tRNA function 
S. cerevisiae 


conserved positions, 1432 


nuclear hormone FTZ-F1 
novel DNA-binding motif, 5667 


nuclear complexes, binding to, 1777 
Insulinlike growth factor 1 
3T3 cells 
epidermal growth factor-stimulated 
growth, role in, 3883 
receptor, interaction with 
simian virus 40 T antigen, requirement 


multiple elements contributing to tran- 
scription, 4578 
int-2 proto-oncogene 
doubly transgenic mice 
int-2, cooperation with, 147 


Interferon regulatory factor-2 
inducible processing of, 3325 
Interferon regulatory factor family 
alpha-interferon-responsive 
factor subunit, relation to, 3315 
Interferon signaling 
fibroblasts, human 
phorbol esters, modulation by, 4486 
Alpha-interferon-responsive transcription 
factor subunit 
DNA-binding protein, 3315 
interferon regulatory factor family, rela- 
tion to, 3315 
Myb family, relation to, 3315 
Interleukin-2 enhancer 
cis-acting sequences required for func- 
tion 


Elf-1 novel Ets-related protein, bind- 
ing to, 1043 


Interleukin-2 production, antigen indepen- 
dent 
T cells 
Ick tyrosine protein kinase, 4724 
Interleukin-2 receptor 
leukemic T-cell variant, expression of 
high levels in 
CD45, altered expression of, 394 
Ick, altered expression of, 394 


c-Rel, human, 4067 
Interleukin-2-dependent cytotoxic T-cell 
line 


deficiency 
growth and cytolytic effector function, 
effect on, 4521 
Interleukin-6 
glucocorticoids, synergistic action with 
interleukin-6 response element, 2282 
rat a, macroglobulin gene, 2282 
Interleukin-6 xB-related mciifs 
lymphoid cell-specific nuclear factor 
containing c-Rel-like proteins, inter- 
action with, 1736 
Interleukin-6- or leukemia inhibitory fac- 
tor-induced differentiation 
deregulated c-myb, disruption by 
leukemogenesis, role in, 2493 
c-myc, prior to, 2493 
Intestine 
sucrase-isomaltase gene transcription 
novel DNA-binding proteins, regula- 
tion by, 3614 
Intrachromosomal gene conversion 
mammalian 
heteroduplex DNA formation, 1546 
homologous recombina- 


cells 
transcription, enhancement by, 5311 
IRA2 
S. cerevisiae 
RAS, abolition of sensitivity in, 631 
Iron-responsive elements 
translational regulation 
position is critical determinant, 1959 
I-Scell endonuclease 
group I encoded 
complex recognition site, 716 


nuclear complexes, binding to, 1777 
Isoprenoid modification, specific 
Ras protein 
requirement for function of normal but 


not oncogenic protein, 2606 
ITF2 


HEB helix-loop-helix protein, relation 
to, 1031 


JE gene 
platelet-derived growth factor, induction 
by 


novel 7-nucleotide motif, mediation 
by, 5288 


human atrial natriuretic peptide 
c-fos, divergent regulation with, 292 
liver regeneration, G, phase of 
LRF-1, JunB, and c-Fos, interactions 
with, 4654 
oncoprotein-mediated signalling cascade, 
stimulation by 
serines 63 and 73, phosphorylation of, 
3507 
c-jun mRNA 
AP-1-mediated transcription 
= increase, requirement of, 


vation, differential effects of, 4742 


c-jun promoter 
epidermal growth factor-responsive se- 
quence element, 4472 


common intermediary factor (p52/54) 
recognizing “‘acidic blob’’-type 
domains, requirement for, 5508 
JunB 
liver regeneration, G, phase of 


to p50/p105-NF-«B, 685 
«B/Rel DNA-binding motifs 
NF-«B subunits 
DNA, interaction with, 4412 
Keratinocyte 


p62 
calcium-induced differentiation, 5319 
GTPase- activating protein 
um-induced differentiation, 5319 
retinoic acid receptors and retinoid X 
receptors 
terminal differentiation, 4862 
Kinaselike regulatory domain 
natriuretic peptide receptor guanylyl cy- 
clases, 2581 
Kinetoplast maxicircle DNA 
L. tarentolae 
cryptogene, pan-edited, 56 
intergenic G-rich region, 56 
ribosomal protein S12, pan-edited 
cryptogene encoding, 56 
KI-GAL4 activator gene 
K. lactis 


amplification of signal for glucose re- 
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thymocytes and T cells, fresh BALB/3T3 cells 
viral promoters, subset-specific Go-G, transition, 4612 
expression of, 1515 Jun 
protein kinases, phosphorylation by 
several same 
serum-stimulated fibroblasts, sites 
modified in, 4694 
c-jun 
protein kinase C, altered expression 
of, 394 
Interleukin-2 receptor a-chain gene pro- 
moter 
«B site-dependent activation 
Insulin 
acute-phase plasma protein genes 
cytokine-stimulated expression, modu- muscarinic and thrombin receptor acti- 
lation of, 1789 ee 
Insulin gene 
B-cell 
ae, phorbol ester-responsive sequence ele- 
ment, 4472 
Jun proteins 
transcriptional activation 
for growth stimulatory effect of, 
5069 
Insulinlike growth factor 1 receptor 
3T3 cells ‘ LRF-1, c-Jun, and c-Fos, interactions 
epidermal growth factor-stimulated with, 4654 
: growth, role In, 3883 junB gene 
Insulinoma cells v-sre, regulation by, 3356 
glucokinase promoter, upstream 
K protein 
heterogeneous nuclear ribonucleoprotein 
complex, 164 
«B site 
mitogen-inducible gene product related 
mammary carcinogenesis, cooperation 
during, 147 
Interferon 
gene transcription, induction of 
in vivo footprinting, analysis by, 1 
B-cell 
insulin gene, 1777 


Krev-1 (smg21A/rap1A) 
S. cerevisiae RSR1, homology to, 758 
KRP gene 
chicken 
calcium-binding protein gene, 2359 
calmodulin-regulated protein kinase 
gene, contained within, 2359 


L-A double-stranded RNA virus 
S. cerevisiae 
coat protein attachment to cap struc- 
ture of eukaryotic mRNA, 3390 
lac operator/repressor system 
nonsense suppressor tRNA gene 
regulated expression, 4271 
-galactose regulon 


Leading strand DNA replication complex 
S. cerevisiae 
replication factor C, 155 
N-acetylglucosamine-1- 
transferase gene, 4112 
a-difluoromethylornithine resistant 
two extrachromosomal elements, un- 
stable amplification of, 5499 
multidrug resistance 
mammalian gene, amplification 
of gene homologous to, 2855 
Leishmania tarentolae 
kinetoplast maxicircle DNA 
cryptogene, pan-edited, 56 


intergenic G-rich region, 56 
ribosomal protein $12, pan-edited 
cryptogene encoding, 56 
ribosomal protein $12 
pan-edited cryptogene, 56 
Letter to the Editor 
SEC22 and SLY2 are identical, 3663 
L-leucine transport 
X. laevis oocytes 
Chinese hamster ovary mRNA. 
dent, Na*-independent, 5281 
Leukemogenesis 
interleukin-6- or leukemia inhibitory fac- 
tor-induced differentiation 


deregulated c-myb, disruption by, 2493 


LexA 
DNA binding 
inhibition by fused protein domains, 
3006 


ribosomal reinitiation instead of frame- 


shifting, 4242 
Lipoprotein lipase (LPL) promoter 
human 
adipogenesis, differentiation-linked 
induction during, 4622 
two cis-regulatory regions, LP-a and 
LP-B, 4622 


transcription factor hepatocyte nuclear 
factor 3B 
cell-specific factor, 552 
positive autoactivation, 552 
promoter activity, restricted, 552 
Liver activator protein 
liver development, 3023 
Liver development 
alcohol dehydrogenase gene family, tem- 
poral expression during, 3023 
CCAAT/enhancer-binding protein a, 
3023 
D-element-binding protein, 3023 
hepatocyte nuclear factor 1, 3023 
liver activator protein, 3023 
Liver, fetal 
pro-B and pre-B lymphocyte 
growth requirements, 518 
lymphoid-specific genes, 518 
surface markers, 518 
Liver regeneration 
G, phase 
LRF-1, JunB, c-Jun, and c-Fos, inter- 
actions between, 4654 
Liver-enriched transcription factor DBP 
rat CYP2C6 gene, 2847 
LRF-1 
liver regeneration, G, phase of 
JunB, c-Jun, and c-Fos, interactions 
with, 4654 
Lymphocyte apoptosis 
steroid induction 
receptor N terminus, 
Lymphocytes 
apoptotic pathways 
and cyclic AMP-in- 
duced, 3600 
BALB/c 
proviral elements, endogenous, activa- 


tion of, 220 
Lymphocyte-specific tyrosine protein ki- 
nase 


tor, synergistic interaction with, 
136 
nuclear factor, 
interleukin-6 xB-related motifs, inter- 
action with, 1736 
c-Rel-like proteins, 1736 
Lymphoid-specific genes 


high-mobility group I protein 
poly(dA-dT) upstream activating se- 
quence, binding by, 894 
tyn (src family gene) 
trans-activation 
human T-cell leukemia virus type I-en- 


cell-type-specific elements, 2339 
multifactorial complex, 2339 
Lytechiuus variegatus 
U2 small nuclear RNA promoters 

developmental regulation, 650 

proximal and distal elements, indepen- 
dent, 650 

TATA sequence, common required, 
650 


cyclic AMP, growth arrest by 
c-myc expression, override of consti- 
tutive, 2351 
mid-G, stage checkpoint, 2351 
Macrophage cell line RAW 264.7 
mouse 
mRNA species inducible by gamma 
interferon and other agents, 1535 
Major histocompatibility complex class I 
gene 
mouse tissues 
upstream regulatory sites, occupancy 
in vivo, 3590 
regulatory DNA sequence elements, in 
vivo function of, 3078 
Major histocompatibility complex class II 
regulatory mutants 
DNA-binding defect, 4076 
X boxes of class II promoters, family 
of complexes binding to, 4076 
Mammalian origin of replication 
chromosomal rearrangement, activation 
by, 2804 
Mammalian tyrosine protein kinase gene 
tkl avian homolog, 1226 
Mammary epithelial cell differentiation 
mouse 


Mos, Ras, Src, and Fos overexpres- 
sion, inhibition by, 3890 
Mammary epithelial cells 
transformation 
mouse Wnt-1 gene, 321 
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Lysozyme enhancer, —6.1-kilobase 
Liver chicken 
K. lactis regenerating 
glucose repression, amplification of PHF induction, 2898 
signal for, 1924 RL/IF-1 induction, 2898 
KI-GAL4 activator gene, 1924 
lam locus 
, A. nidulans 
AmdR protein, regulation by, 337 
Lamin, novel 
human 
chromosome 19, 3499 
S-phase onset, replication at, 3499 Macrophage 
simian virus 40 
upstream efficiency element, 5386 
Ick 
T-cell variant, leukemic and 12-O-tet- 
radecanoylphorbol-13-acetate depen- 
dent 
altered expression, 394 
Ick proximal promoter 
functional dissection, 2758 
Ick tyrosine protein kinase 
T cells 
antigen-independent interleukin-2 pro- 
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paracrine mechanism, 321 
gland 


Wnt gene family 
postnatal development, role in, 2418 
pregnancy and lactation, differential 
regulation during, 2418 
my tumor virus 


enhancer, 4906 
CTF/NFI-binding site, 4906 
mammary cell-activating factor-bind- 
ing site, 4906 
Mammary tumors 
transgenic mouse 
metastatic disease, model for, 954 
polyomavirus middle T oncogene 
expression, induction by, 954 
Mannosylation 
S. cerevisiae 
PMI40, 2924 
Marker rescue by homologous recombina- 
tion 
mutation position, effect on frequency, 
3609 
MASS 
S. cerevisiae 


DnaJ homolog, 283 
mitochondrial protein import, 283 


‘novel reverse transcriptase, 5131 
Maxicircle CRI transcripts 
T. brucei 
editing and developmental regulation, 
2100 
putative iron-sulfur protein homolo- 
gous to an NADH dehydrogenase 
subunit, 2100 
mb-1 gene 
B lymphocytes 
BLyF novel cell-type- and stage-spe- 
cific regulator, 1126 
MCMI1 


S. cerevisiae 

duplex DNA recognition site, binding 
to single strand of, 3573 

N-terminal 96 residues sufficient for 
DNA binding, transcription, and 
interaction with a1, 3563 

iegulator of cell type-specific genes, 
3563 


mdr] gene, mammalian 
multidrug resistance 
L. donovani, amplification of homolo- 
gous gene in, 2855 
MEF-2 site 
phosphoglycerate mutase gene, human 
— regulatory element, 4384 


S. cerevisiae MEI4, 1340 
Meiotic recombination 
S. cerevisiae 
excision repair tracts, measurements 
of, 1805 


Melanocyte-specific promoter 

positive and negative regulatory ele- 
ments, 3653 

Melanoma cells 

5-azacytidine treatment 
Sp1 activity, induction of, 3998 
transforming growth factor a expres- 
sion, induction of, 3998 


tabolism, 
vation of, 1719 
met proto-oncogene 
hepatocyte growth factor gene, 5152 
tumorigenicity, 5152 
Metallothionein gene family 
C. glabrata 
metalloregulatory 
activation by, 3766 
Metastatic disease model 
transgenic mouse 
mammary tumor, induction of by 
polyomavirus middle T oncogene 
expression, 954 
Methyltransferase gene 
S. cerevisiae 
diphthamide biosynthesis, requirement 
for, 4026 
DPHS, 4026 
Microsine 
CHO cell synchronization, 3715 


factor, 


metastatic disease, transgenic mouse 
model for, 954 
Mimosine, plant amino acid 
origins of replication, inhibition of initia- 
tion at 
Chinese hamster cells, 4375 
Mitochondria 
protein synthesis defects 
mitochondrial encephalopa- 
thy, lactic acidosis, and strokelike 


episodes, 480 
mutation, 480 
respiratory chain activity defects 
mitochondrial myopathy, encephalopa- 
thy, lactic acidosis, and strokelike 
episodes, 480 
mutation, 480 
S. cerevisiae 
cytochrome c,, sorting of, 4677 
RNA maturase and DNA endonucle- 
ase switching experiments, 696 
RNA splicing and DNA intron mobil- 
ity, 696 
Mitochondrial biogenesis 
QCR8 gene 
ABF1 and CPF1 roles in regulation, 
2872 
S. cerevisiae 
ABF1 and CPF1 roles in QCR8 gene 
regulation, 2872 
ubiquinol-cytochrome c oxidoreduc- 
tase, 2872 


Mitochondrial protein import 
S. cerevisiae 
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Mitochondrial RNA sequence 


protein alee and RNA splicing, 
activity in, 499 
nesis 
basic fibroblast growth factor 
heparin, requirement for, 240 
Mitogenic signal transduction 
phosphatidylcholine hydrolysis 
Ras proteins, stimulation by, 5329 
Mitogenic signalling 
colony-stimulating factor 1 
ets-2 DNA-binding domain, suppres- 
sion by, 5355 


ras 
ets-2 DNA-binding domain, suppres- 
sion by, 5355 
myc — restoration by, 
Mitogen-inducible gene product 
p50/p105-NF-«B, relation to 
«B site, participation in transactiva- 
tion through, 685 
Mitosis 
RCC1, regulation by 
DNA replication, requirement for, 
3337 
Moloney murine leukemia virus 
upstream conserved region 
negative transcription factor binding, 
38 
Mos 
overexpression 
mammary epithelial cell differentia- 
tion, inhibition of, 3890 
c-mos 
negative regulatory element in somatic 


MOTI gene product 
S. cerevisiae 


presumptive helicase, 1879 
viability, requirement for, 1879 


BALB/c 
hematologic disease induced by ber- 
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of, 
Mitochondrial and nuclear localization 
S. cerevisiae, 5652 
Mitochondrial ochre mutations 
suppressor 
S4 ribosomal proteins homolog, 402 
S. cerevisiae 
in 
RNase MRP, cleavage by, 2561 
S. cerevisiae, 2561 
Mitochondrial tyrosyl-tRNA synthetase 
P. anserina 
Mating response 
S. pombe 
sxal* and sxa2*, proteases encoded 
by, 1827 - 
Mauriceville plasmid Middle T antigen myc overexpression, restoration Dy, 
membrane-binding sequence, func- 
tional asymmetry of regions juxta- 
posed to, 5050 
Middle T oncogene 
polyomavirus 
mammary tumors, induction of, 954 
cells, 2029 
mos* protein kinase 
X. laevis oocyte maturation, requirement 
for, 3192 
c-mos“-transformed NIH 3T3 cells 
p34°“? kinase association with pp3?””*, 
S. cerevisiae 3583 
chromosome synapsis, requirement association with p34°*? kinase, 
for, 1340 3583 
Meiosis-specific gene 
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abl retrovirus, 1755 
bcr-abl retrovirus 
hematologic disease induced in 
BALB/c mice, 1755 
bifunctional RNA 
encephalomyocarditis virus internal 
ribosome entry site, 3636 
Cypla-1 gene transcription 
dioxin-dependent activation, 1856 
protein kinase C-dependent phosphor- 
ylation, 1856 
embryonal long terminal repeat-binding 
in 


prote 
FTZ-F1 steroid receptor superfamily 
member, murine homolog of, 1286 
novel DNA-binding motif, 5667 
zinc finger domain, 5667 
embryonic lethal mutant 
brain-specific /calmodulin 
dent protein kinase II, 3644 


fibroblasts 
Fos/Jun complexes during exponential 
growth, 5015 
Fos/Jun complexes during Go-to-G, 
transition, 5015 
H-2 major histocompatibility complex 
DNA replication, temporal order of, 
5174 
HSP90 (HSP84) 
basic helix-loop-helix protein 


homologous immunoglobulin p gene 
constant regions, ectopic recombi 
nation within, 4422 
immunoglobulin \ enhancers 
B-cell-specific factors, binding by two 
conserved essentia! motifs, 309 
macrophage cell line RAW 264.7 
mRNA species inducible by gamma 
interferon and other agents, 1535 
major histocompatibility complex class I 
gene expression 
upstream regulatory sites, occupancy 
in vivo, 3590 
mammary epithelial cell differentiation 
Mos, Ras, Src, and Fos overexpres- 
sion, inhibition by, 3890 
mammary tumor virus 
cell-specific enhancer, 4906 
CTF/NFI-binding site, 4906 
mammary cell-activating factor-bind- 
ing site, 4906 
multidrug-resistant cells 
amplicon structure, 1179 


Mup genes, silent and expressed sister 
distinct chromatin domains, location 
within, 1188 
c-myc gene 
antisense promoter 
intron 2, 1324 
NF-«B activation 
carboxyl methylation, 103 
inhibition of lipopolysaccharide-in- 
duced activation by mevinolin and 
5'-methylthioadenosine, 103 
pre-B lymphocytes, 103 
protein isoprenylation, 103 
oocyte 


mZP3 gene expression, 120 
mZP3 promoter, binding of specific 
protein to, 120 
polyomavirus replication 
organ- and age-specific pattern, 3628 
two enhancer domains, different roles 
for, 3628 
raf 


a-fetoprotein gene postnatal repres- 
sion at posttranscriptional level, 
856 


scid mutation 
DNA end joining, defect in, 4758 
secretory protease inhibitor p12 gene 
Sp1 transcription factor, transcrip- 
tional activation by, 3796 
Wnt-1 gene 
epithelial cells, transforma- 
tion of, 321 
paracrine mechanism, 321 
Mouse cells 
methotrexate resistant 
double-minute chromosomes, molecu- 
lar structure and evolution of, 
2911 
Mouse mammary tumor virus 
env gene 
activation-dependent, T-lymphocyte- 
specific transcriptional activator, 
3262 
MRF4 
myogenic helix-loop-helix protein 
BC3H-1 cells, multiple changes in 
myogenic program of, 2484 
MRF4 activation domain 
muscle-specific gene expression, 
ment for induction of, 4334 
mRNA 3’ end formation 
human immunodeficiency virus type 1 
relative roles of signals upstream of 


v-myc or E1A, cooperation with in 
transformation of primary rodent 
fibroblasts, 1234 


endonucleolytic cleavage in 3’-termi 
nal part of coding region, 2986 
B-tubulin 
cotranslational regulation, physical 
evidence for, 791 
mRNA instability 
c-fos protein-coding region determinant 
destabilization function, 5748 
purine-rich sequence, binding of two 
cellular proteins to, 5748 
mRNA stabilization 
S. cerevisiae 


tRNA nucleotidyltransferase gene mu- 


mains, 817 
zipper utilization to stabilize DNA 
binding and multimerization, 817 
Multidrug resistance 
L. donovani 
mammalian mdr! gene, amplification 
of gene homologous to, 2855 
Multidrug-resistant cells 
mouse 
amplicon structure, 1179 
genomic DNA, nonrearranged region 
corresponding to large circular 
DNA, 1179 
Multifunctional autonomously replicating 
sequence binding factor 1 
S. cerevisiae 
DNA replication, initiation of, 1064 
transcriptional control, 1064 
Multiple tumor suppressor gene defects 
colorectal cancer, progression of, 1387 
Multipotential hematopoietic and embryo- 
nal stem cells 
erythropoietin receptor gene 
differentiation stage-specific regula- 
tion, 1815 
Mup genes 
silent and expressed sister 
distinct chromatin domains, location 
within, 1188 
mouse, 1188 
Murine leukemia virus enhancers 
core site, conserved 
core-binding factor, 89 
functional core sites, nuclear factor 
binding to, 4817 
T-cell receptor 8 
nuclear factor binding, 4817 
Muscle-specific enhancer factor MEF-2 


MRF4 activation domain 
requirement for induction, 4334 
Muscle-specific transcription 
myogenin basic region 
two transcription activation domains, 
cooperation with, 266 
c-myb 


lymphoid cells 
Epstein-Barr virus BZLF1 transactiva- 
tor, synergistic interaction with, 
136 


c-myb, deregulated 
interleukin-6- or leukemia inhibitory fac- 
tor-induced differentiation, disrup- 
tion of 
leukemogenesis, role in, 2493 
c-myc, prior to, 2493 
Myb family 
alpha-interferon-responsive 
factor subunit, relation to, 3315 
Myb transcription factor 
CD4 gene expression, 1592 
N-myc2 retrotransposon expression 
woodchuck 
brain and liver tumors, 5336 


transforming potency in rat embryo 
cells, 3130 
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(MyoD1), conformational activa- 
tion of, 5059 
hybridoma cell line 
| 
Ogeni - 
tion of 
‘OXI indirect pathway, mediation through, 
ity, 5555 3665 
mRNA 5S’ cap-binding protein Muscle-specific gene expression 
elF-4E 
mRNA degradation 
c-fos 
U-rich sequence-binding proteins, 
genomic DNA, nonrearranged region ’ 
corresponding to large circular 
DNA, 1179 | 
mRNA turnover 
S. cerevisiae, 2165 4 
glucose repression, mechanism of con- N-myc promoter, cryptic, 5336 q 
trol of, 2941 c-Myc 
mTFE3 activation domain 
X-linked transcriptional activator 
basi and zipper do- 
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intracellular location during cell cycle 
progression, 3548 
macrophage, constitutive expression in 
cyclic AMP growth arrest, override 
by, 2351 
c-myc gene 
mouse 
antisense promoter localized within 
intron 2, 1324 
L-myc gene 
amplification 
intrachromosomal rearrangement, 
complex, 1747 
small-cell lung cancer, 1747 
L-Myc 
transforming potency in rat embryo 
cells, 3130 
N-myc 
1.2-megabase amplicon 
human neuroblastoma, 5563 
B-cell development 
transcriptional down-regulation, 1578 
myc overexpression 
mitogenic signalling by colony-stimulat- 
ing factor 1 and ras, restoration of, 


upstream P1 promoter, elongation and 
premature termination of tran- 
scripts initiated from, 4590 
N-myc promoter, cryptic 
woodchuck brain and liver tumors 
N-myc2 retrotransposon expression, 
driving of, 5336 
c-myc promoter, E2 containing 
RB! gene product, transcriptional re- 
pression by, 3431 
v-myc 


eIF-4E mRNA 5S’ cap-binding protein 
cooperation in transformation of pri- 
mary rodent fibroblasts, 1234 
c-myc-immortalized monocyte cell line 
colony-stimulating factor 1 (CSF-1)/ 
platelet-derived growth factor-B re- 
ceptor gene fusion 
CSF-1 independence, 386 
tumorigenicity, 386 
Myeloblastosis-associated virus type 1-in- 
duced nephroblastomas 
nov, new cellular gene 
proviral rearrangements and overex- 
ion, 10 
Myeloid cells (32Dcl3) 
zinc finger gene Evi-1 
granulocytic differentiation in response 
to granulocyte colony-stimulating 
factor, block of, 183 
Myeloid leukemogenesis 
can putative oncogene, 3346 
Myelomonocytic growth factor gene 
chicken 
avian myelomonocytic cells, 1728 
promoter, activation of by protein ki- 
nases, 1728 
protein kinases, activation of promoter 
by, 1728 
Myoblast enhancer eiement, novel 
MyoD transcription, mediation of, 4994 
D 


transcriptional activation function 
sodium butyrate, interference by, 5123 


MyoD1 
mouse 
HSP90 (HSP84), conformational acti- 
vation by, 5059 
MyoD transcription 
novel myoblast enhancer element, medi- 
ation by, 4994 
Myogenesis 
transcriptional activation function of 
MyoD and myogenin 
sodium butyrate, interference by, 5123 
Myogenic helix-loop-helix protein 
MRF4 
BC3H-1 cells, multiple changes in 
myogenic program of, 2484 
Myogenic helix-loop-helix proteins 
cyclic AMP-dependent protein kinase, 
inhibition of activity by, 4478 
Myogenic regulatory factors 
DNA-binding ability, modulation of 
HEB helix-loop-helix protein, 1031 
Myogenin 
transcriptional activation function 
sodium butyrate, interference by, 5123 
Myogenin basic region 
muscle-specific transcription 
two transcription activation domains, 
cooperation with, 266 
Myogenin promoter 
muscle-specific enhancer factor MEF-2, 
positive autoregulation mediated by, 
3665 


Myosin heavy-chain B gene 
muscle-specific expression 
muscle-specific and ubiquitous nuclear 
factors, requirement for, 619 
mZP3 gene 
mouse oocyte-specific expression, 120 
promoter, binding of oocyte-specific pro- 
tein to, 120 


N-acetylglucosamine-1-phosphate transfer- 
ase gene 
L. amazonensis 
63-kilobase circular amplicon, 4112 
dominant selectable marker in trans- 
fection, 4112 
NADH hydrogenase 
homology to putative iron-sulfur protein 
encoded by T. brucei maxicircle 
2100 
Na,K-ATPase al subunit gene promoter 
cis elements, multiple 
common and cell type-specific factor 
binding, 4046 
NAM9 nuclear suppressor of ochre muta- 
tions 


S4 ribosomal proteins, homolog to, 
402 


Natriuretic peptide receptor 
guanylyl cyclases 
kinaselike regulatory domain, 2581 
Nck protein 
cyclic AMP, phosphorylation in re- 
sponse to, 5816 
phorbol myristate acetate, phosphoryla- 
tion in response to, 5816 
phosphorylation in response to a variety 
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of receptors, 5316 
SH2 and SH3 domain 
phosphorylation target for different 
surface receptors, 5824 
SH2- and SH3-containing 
transformation of mammalian fibro- 
blasts in the absence of elevated 
phosphotyrosine levels, 5834 
SH2/SH3-containing domain 
antiphospholipase C-y1 monoclonal 
antibodies, recognition by, 5843 
tyrosine phosphorylation 
epidermal growth factor, stimulation 
by, 5843 
platelet-derived growth factor, stimu- 
lation by, 5843 
neo 
transcriptionally silent, dominantly se- 
lectable reporter gene 
oncogenes, activation by genomic al- 
terations resulting from, 198 
Nephroblastomas 
myeloblastosis-associated virus type 1, 
induction by 
nov, new cellular gene, 10 
Nerve growth factor 
PC12 cell differentiation, mediation of 
eIF-4E phosphorylation, 1239 
peripherin gene expression, induction of 
derepression of 
negative regulatory element, alter- 
ations in proteins binding to, 2501 
Nerve growth factor receptor gene pro- 
moter 
fibroblast growth factor, enhancement 


human neuroblastoma cell line 
CHP100, 2193 
neu gene 
negative autoregulation 
novel enhancer, mediation by, 2739 
Neuroblastoma 
human 
1.2-kilobase N-myc amplicon, 5563 
Neuroblastoma cell line CHP100, 2193 
Neurospora crassa 
CYS3 regulator bZIP DNA-binding pro- 


Mauriceville plasmid 
novel reverse transcriptase, 5131 
ornithine decarboxylase gene 
polyamine-mediated regulation of its 
mRNA, 347 
serine hydroxymethyltransferase, cyto- 
solic 


formate (for) locus, 1412 
sulfur gene expression 
CYS3 regulator bZIP DNA-binding 
protein, induction by, 1568 
NF-«B 
interaction of subunits with DNA, 4412 
mouse 70Z/3 pre-B lymphocytes 
carboxyl methylation, 103 
lipopolysaccharide-induced activation, 
inhibition by mevinolin and 5'- 
methylthioadenosine, 103 
protein isoprenylation, 103 


5355 
c-myc P2 promoter 
human 
Myoglobin promoter 
human 
muscle-specific transcription, 5024 
| 
tein 
» sulfur gene expression, induction of, 
1568 
formate (for) locus 
cytosolic serine hydroxymethyltrans- 
ferase, 1412 
| pas transcriptional activo 
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alternatively spliced derivative, 444 
functional characterization, 444 
RL/IF-1, inhibition by, 2898 
NIH 3T3 cells 
malignant transformation, induction of 
G, protein a subunit, mutated, 4687 
phorbol 


gene, 5268 
Nonhomologous DNA ends, joining of 
X. laevis egg maturation, 811 
Nonsense suppressor tRNA gene 
lac operator/repressor system, regulated 
expression using, 4271 
nov 
cellular gene, new 
myeloblastosis-associated virus type 
1-induced nephroblastomas, 10 
proviral rearrangements and overex- 
pression, 10 
nPKC8 
protein kinase C family, new member of 
skeletal muscle, predominant expres- 


cis-acting intron and regions, 962 
presplicing complexes, aberrantly sed- 


pre-tRNA processing requirement for, 
3865 


ribosomal subunits, maintenance of 
steady-state levels of, 3865 
Nuclear factors 
muscle specific and ubiquitous 
myosin heavy-chain B gene, require- 


mitochondrial and nuclear methyl- 
transferase, 5652 


intionall 
tRNA gene interference with, 
4015 
Nucleus 
protein transport into 
70-kilodalton heat shock protein or its 
cytosolic cognate, requirement 
for, 2186 
tRNA 3’-processing nuclease 
cleavage specificity, 865 


Oct-1 
POU domain 
interaction between §)ct-1 and other 
POU proteins, riediation of, 542 


Oct-1 and Oct-2 
small nuclear RNA genes 
proximal sequence element interaction 
with transcription factor, potentia- 
tion of, 3247 
Oct-2 
POU domain transcription factor 
T-cell activation by cognate antigen, 
induction during, 3149 
Oct2 transactivation 
remote enhancer position 
B-cell-restricted activity, 3107 
Octamer transcription factor 
glucocorticoid receptor 
direct protein-protein interaction, 
functional interference by, 4960 
homeo subdomain 
direct protein-protein interaction with 
glucocorticoid receptor, 4960 
nes 
genomic alterations resulting from 
neo gene activation, 198 
Oncogenic signal cascade 
Raf-1 protein kinase 
epidermal growth factor and platelet- 
derived growth factor, 5078 
Oncoprotein-mediated signalling cascade 
c-Jun, stimulation of 


mutant lacking regula 
tion: sites, 3192 


protein to, 120 
X. laevis 
double-strand-break repair model of 
recombination, 112 
immature or mature, fraction TFIIIC, 
946 


oocyte-type class III genes, differen- 
tial expression, 946 
pre-U1 RNA, nuclear processing of 
3'-terminal nucleotides, 1553 
Origin of replication, mammalian 


inhibition of initiation 
plant amino acid mimosine, 4375 
Ornithine decarboxylase 
intracellular degradation 
required structural element, 2178 
polyamine-dependent regulation 
required structural elements, 2178 
regulated degradation 


S. cerevisiae 
PKC] gene product, requirement for, 
4896 


Osteoblast 
transgenic mice 
growth hormone, specific expression 
of, 5541 
Overian cancer cell lines, cisplatin resis- 
tant 
human 
cisplatin interstrand cross-link repair, 
3689 


p12 gene 
mouse 
secretory protease inhibitor, 3796 
Sp1, transcriptional activation by, 
3796 
p21 
GTPase-activating protein, interaction 
with 
GAP C-terminal domain not sufficient 


pudding components, interac- 
tions with, 4084 
p21" 


NIH 3T3 cells 
platelet-derived growth factor stimula- 
tion of GTPase-activating protein 
tyrosine phosphorylation, 3903 
T-cell antigen receptor 
protein kinase C role in regulation, 
3305 
two regulatory pathways in T cells, 
3305 


B. mori 
silk gland, regulation in, 5768 
dominant negative allele 
p56’? cyclin, sequestration of, 2295 
phosphoamino acid content, altered, 
2295 


p34°“? kinase 
c-mos*-transformed NIH 3T3 cells 
pp39”"**, association with, 3583 
p42/microtubule-associated protein kinase 
phosphorylation, regulatory 
growth factor-induced activation of 
kinase activity, 2222 
p50/p105-NF-«B 
mitogen-inducible gene product, related 
«B site, participation in transactiva- 


factor recognizing 


Jun proteins, transcriptional activation 
by, 5508 
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responses 
p21°"**-associated GTPase-activating 
protein, regulation by, 936 
nit]~ nit2~ strain 
for full activity, 2050 
GAP GTPase-activating protein, associ- 
sion in, 3930 . wana cells, 936 
NS1 mRNA © serines 63 and 73, phosphorylation of, tetradecanoy! phorbol acetate-induced 
influenza virus 3507 responses, regulation of, 936 
gene replacement, 360 si 
Imenung, Oocyte maturation 
splicing inhibition, 962 X 
3192 
protein kinase C ¢ subspecies, role of, 
3776 
mouse 
mZP3 gene expression, 120 
ner nuscie-spe » CXPIeS mZP3 promoter, binding of specific 
sion of, 619 
Nuclear localization P25 gene 
erk- and rsk-encoded protein kinases, 
915 
Nuclear localization signal 
distal protein sequences’ effect on func- 
tion, 1330 
Nucleosome chromosomal rearrangement, activation ‘ 
S. cerevisiae by, 2804 ; 
Origins of replication 
B. 
p50-NF-«B 
RelB transcription activator, interaction 
DOTY a ne-inducibie prote izyme, with, 674 
3556 p52/54 
N. crassa 
mRNA, 347 
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p53 
5.8S rRNA, covalent linkage to, 5145 
human 


5S RNA and 5S RNA gene, binding 
to, 3155 
13 
p34°“? dominant negative allele, seques- 
tration by, 2295 


interleukin-2-dependent cytotoxic T-cell 
line 


growth and cytolytic effector function, 
effect of deficiency on, 4521 
nase, 2720 
T-cell responsiveness, enhancement of 


tiation, 5319 
p6s trans 
alternatively spliced derivative, 444 
functional characterization, 444 


phosphatidylinositol 3-kinase associated 
epidermal growth factor receptor, in- 
teraction with, 981 
platelet-derived growth factor recep- 
tor, interaction with, 981 
SH2 domain, C terminal 
phosphatidylinositol 3-kinase binding 
to phosphorylated platelet-derived 
growth factor receptor, 1451 
subunit 
phosphatidylinositol 3-kinase 
SH2 domains, regulation of binding to 
growth factor receptors by, 991 
p110 polypeptide 
Raf-1 related 
CD4-p56 complex, association with 
in T cells, 5260 
p210°"*' protein-tyrosine kinase 
chronic myelogenous leukemia cells 
41-kilodalton potential substrate, 1312 
Pancreatic B cells 


tion of DNA binding by, 1905 


Pax-8 paired domain-containing protein 


homeodomain recognition site, binding 
to sequence overlapping, 4230 
two thyroid-specific promoters, activa- 
tion of transcription from, 4230 
PC12 cell differentiation 
nerve growth factor, mediation by 
eIF-4E phosphorylation, 1239 
Pea 


rbcS gene 
mRNA 3’ end formation, 5406 
PEA3-binding protein, 91 kilodalton 
F9 embryonal carcinoma cell 


negative regulatory element, alter- 
ations in proteins binding to, 2501 
Peroxisomal citrate synthase 
S. cerevisiae 


alternative topogenic signals, 5593 


PGA, antiproliferative prostaglandin 
HSP70 expression, induction of 
growth-dependent response, 1528 
heat shock transcription factor activa- 
tion, mediation by, 1528 
PGKI1 
S. cerevisiae 
endonucleolytic cleavage in 3'-termi- 
nal part of coding region, 2986 
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Phorbol ester responsiveness 
tumor necrosis factor a gene, confer- 
ment by, 1352 
Phorbol ester-responsive sequence element 
c-jun promoter, 4472 
Phorbol esters 
interferon signaling, modulation of, 4486 


85-kilodalton subunit 
platelet-derived growth factor-stimu- 
lated cells, modification in, 3415 
p85 associated 
epidermal growth factor receptor, in- 
teraction with, 981 
platelet-derived growth factor recep- 
tor, interaction with, 981 
p85a subunit 
SH2 domains, regulation of binding to 
factor receptors by, 991 
platelet-derived growth factor B subunit, 
binding to distinct region of, 2534 
platelet-derived growth factor receptor, 
binding to 
p85 C-terminal SH2 domain, 1451 
carboxykinase gene 
Ta 
differential regulation in several tis- 
sues of transgenic mice, 1396 
retinoic acid response element, activa- 


muscle-specific subunit, 4384 
skeletal and cardiac muscle cells, 4384 
Phospholipase C 
phosphatidylcholine hydrolysis 
transforming growth factor B1 inhibi- 
tory signals, target of, 302 
C activation 
epidermal growth factor receptor C ter- 


Pancreatic islet cell 
secretin gene specific expression 
transcriptional enhancer, 3531 
phosphorylation of amino-terminal pap1-dependent transcription 
transactivation domain serines by S. pombe 
DNA-activated protein kinase, crm1 essential nuclear protein, nega- 
5041 tive regulation by, 5474 
S. cerevisiae proliferation, inhibition Papillomavirus type 16 
of, 1357 human 
S. pombe, growth inhibition of, 1405 E7 protein, 1905 Nck phosphorylation, 5816 : 
minimal transforming domain retinoblastoma gene product, inhibi- Phosphatase 
negative dominance through abroga- po hematopoietic intracellular protein ty- 
tion of sequence-specific DNA pO rosine 
binding, 5581 proline-, glutamic acid-, serine-, and 
p53 protein complexes threonine-rich sequences, 2396 
human SH2 domain, 2396 
transcriptionaily active DNA-binding Phosphatidylcholine hydrolysis 
site, 2866 phospholipase C 
p53 zinc fingers transforming growth factor B1 inhibi- 
X. laevis tory signals, target of, 302 
pse* down-regulation during differentiation, 
2213 
pepsinogen gene 
C. albicans 
white-opaque switching, control of 
transcription by, 2997 
Peripherin gene expression 
nerve growth factor-induced derepres- 
structural requirements, 2720 sion 
T-cell receptor subunits, association 
with 
amino-terminal domain, unique, 5438 
p62 protein 
GTPase-activating protein associated Peroxisomal targeting signal 
calcium-induced keratinocyte differen- SKL tripeptide 
peroxisomal import, 531 
zellweger cells, inability to import pro- retinoic acid receptor/coregulator com- 
teins, 531 plex, 5527 
Peroxisomes Phosphoenolpyruvate carboxykinase gene, 
microinjected proteins, import of rat 
ps5 SKL tripeptide peroxisomal targeting fusion gene with human growth hormone 
sequence, 531 
zellweger cell lines, inability to import transgenic mice, 
proteins, 531 Phosphoglycerate mutase gene 
mRNA degradation, rate-limiting step — 
in, 2986 
Pgk-2 gene, mammalian glycoprotein hormone a-subunit gene 
testis-specific expression, onset of gonadotrope-specific protein, regula- 
protein-DNA interactions, associated, tion by, 2143 
1422 transgenic mice 
PHF proopiomelanocortin gene expression, 
liver, regenerating, induction in, 2898 3978 
Pho84 inorganic phosphate transporter PKCI1 gene product 
T antigen transformed S. cerevisiae S. cerevisiae 
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PKC-L{n) 
protein kinase C-related gene product 
cell nucleus, localization to, 1304 
Plant 
bZIP transcription activator 
dimer stabilization region, novel, 4809 
Plant amino acid mimosine 
origins of replication, inhibition of initia- 
tion at 
Chinese hamster ceils, 4375 
Plant cells 
extrachromosomal homologous DNA 
recombination 
CpG methylation, unaffected by, 3372 
ts 


single-stranded DNA 
recombination substrate, 329 
Platelet-derived growth factor 
GTPase-activating protein tyrosine phos- 
phorylation 
activation, 3903 
c-H-ras-expressing NIH 3T3 cells, 
3903 


JE gene, induction of 
novel 7-nucleotide motif, mediation 
by, 5288 
Nck phosphorylation, stimulation of, 
5843 


oncogenic signal cascade 
Raf-1 protein kinase and platelet-de- 
rived growth factor, 5078 
Platelet-derived growth factor B subunit 
GTPase-activating protein binding to dis- 
tinct region, 2534 
phosphatidylinositol 3-kinase binding to 
distinct region, 2534 
Platelet-derived growth factor, phosphoryl- 
ated 
phosphatidylinositol 3-kinase, binding of 
p85 C-terminal SH2 domain, 1451 
Platelet-derived growth factor receptor 
carboxy-terminal sequence deletions 
signaling activities and interaction 
with cellular substrates, 4347 
phosphatidylinositol 3-kinase-associated 
p85, interaction with, 981 
Platelet-derived growth factor-B receptor 
colony-stimulating factor 1 (CSF-1) re- 
ceptor, fusion with 
CSF-1 independence in c-myc-immor- 
talized monocyte cell line, 386 
tumorigenicity in c-myc-immortalized 
monocyte cell line, 386 
Platelet-derived growth factor-stimulated 
cells 
phosphatidylinositol-3 kinase 85-kilodal- 
ton subunit, modification of, 3415 


ment for early steps in, 2924 


S. cerevisiae 
DNA metabolism in vivo, action in, 
5724 
DNA polymerase a, binding to, 5724 
Podospora anserina 
mitochondrial tyrosyl-tRNA synthetase 
bifunctional enzyme, 499 
protein synthesis and RNA splicing, 
activity in, 499 


Poly(A) polymerase gene 
conditional defect in mRNA 3’ end proc- 
essing, 3297 
Polyadenylation in vitro 
human immunodeficiency virus 
element upstream of AAUAAA within 
polyadenylation signal, require- 
ment for, 3699 
Polyamine-inducible protein antizyme 
ornithine decarboxylase, regulated deg- 
radation of, 3556 
Polyamine-mediated mRNA regulation 
N. crassa ornithine decarboxylase gene, 
347 


Polymerase chain reaction 
guanine and adenine ligation mediated 
human a-globin locus upstream regula- 
tory element, in vivo footprinting 
of, 2135 


Polyomavirus 
DNA replication origin 
simian virus 40 stimulation, 2514 
stimulation by specific transcription 
factors, 2514 
middle T antigen 
membrane-binding sequence, func- 
tional asymmetry of regions juxta- 
posed to, 5050 
middle T oncogene 
mammary tumors, induction of, 954 
metastatic disease, transgenic mouse 
model for, 954 
tumor antigens 
protein phosphatase 2A regulatory A 
subunit, binding site on, 4872 
Polyomavirus enhancer 
HPRT gene, integration into 
chromatin accessibility, activation of, 
5785 
Polyomavirus replication 
mouse 


organ- and age-specific pattern, 3628 
two enhancer domains, different roles 
for, 3628 
POU domain 
DNA-binding specificity 
segments’ influence on one another, 
455 
Oct-1 
interaction between Oct-1 and other 
POU proteins, mediation of, 542 
POU domain transcription factor 
Oct-2 
T-cell activation by cognate antigen, 
induction during, 3149 
POU proteins 
amphibian early development 
sequential expression, 638 
Oct-1, interaction with 
Oct-1 POU domain, mediation by, 542 


c-mos“-transformed NIH 3T3 cells 
p34°*? kinase, association with, 3583 


X. laevis oocytes 
deregulated expression, biochemical 
and cytological changes associ- 
ated with, 5485 


CEF-4/9E3 cytokine gene, transcrip- 
tional activation of, 1490 


pp130 
erythropoietin receptor, associated pro- 
tein, 706 
phosphorylation, in vitro, 706 
PRDI-BF1 eukaryotic ipti 


pressor 
sequence-specific DNA binding 
requirement for only two of five zinc 
fingers, 1940 
Pre-edited mRNAs 


cleavage and polyadenylation, 3470 
splice site selection 
cooperation of sequence elements, 
2108 
Pre-mRNA polyadenylation sites 
S. cerevisiae, 4215 
Pre-mRNA splicing 
S. cerevisiae 
PRP38, 3939 
Pre-rRNA processing 
S. cerevisiae 
NSR1, 3865 
Presplicing complex assembly 
SF1 splicing factor, 4545 
Pre-tRNA processing 
S. cerevisiae 
nuclear protein containing zinc finger 
motifs, 2633 
PTAL1, 3843 
STP1, 2633 
Pro-B and pre-B lymphocyte clones 
liver, fetal 
growth requirements, 518 
lymphoid-specific genes, 518 
surface markers, 518 
Procyclic acidic repetitive protein (PARP) 
genes promoter 
T. brucei 
RNA polymerase I promoters, shared 
features with, 2644 
cell death 
19-kilodalton adenovirus E1B transform- 
ing protein, inhibition by, 2570 
Prointerleukin 1B gene, human 
cap site-proximal region 
viral protein trans-activation, defini- 


tion elements, interaction of, 2708 
nonpituitary cells, repression in, 2708 
Promyelocytic leukemia, acute 
t(15;17) translocation breakpoint 
fusion cDNA RARA/myl, 800 
Proopiomelanocortin gene expression 
transgenic mice 
pituitary glands, 3978 
Protein disulfide isomerase 
S. cerevisiae EUG1 endoplasmic reticu- 
lum protein, resemblance to, 4601 
Protein kinase 
novel, putative 
early growth response gene, 4164 
regulatory subunit gene 


Mot. CELL. BIoL. 
specific cleavage 
trypanosome mitochondrial extracts, 
2591 
Pre-mRNA 
tropomyosin 
in vivo splicing, 3204 1 
| | 
tion of functional importance by, 
3439 
— promoter, proximal 
ra 
basal positive and negative transcrip- 
PMI40 
intron-containing gene 
S. cerevisiae mannosylation, require- 
= 
ppso” 
pp60” src 
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linked spontaneous CG->TA muta- 
tions at CpG sites, 767 


cerevisiae homolog 
cell morphogenesis and cell growth, 
1162 
SLK1, 1162 
transforming growth factor-B signal 
transduction, 261 
Protein kinase A catalytic subunit 
F9 embryonal carcinoma cells 
cyclic AMP response element-binding 
protein, 1096 
somatostatin promoter, inability to 
activate, 1096 
Protein kinase C 
calcium-dependent induction of gene 
expression 
epidermal growth factor, 2793 
novel enhancer element, mediation by, 
2793 
Cypla-I gene, mouse 
transcription, activation of, 1856 
PKC-L(n) related gene product 
cell nucleus, localization to, 1304 
T-cell variant, leukemic and 12-O-tet- 
-13-acetate depen- 


S. 


dent 
altered expression, 394 
Protein kinase C family 
nPKC8, new member 
skeletal muscle, predominant expres- 
sion in, 3930 
Protein kinase C homolog 
S. cerevisiae 
bypass of requirement for, 172 
Protein kinase C subspecies 
X. laevis 
oocyte maturation, role in, 3776 
Protein kinases 
erk encoded 
nuclear localization and regulation, 
915 
myelomonocytic growth factor gene, 
chicken 


nuclear localization and regulation, 
915 
Protein phosphe .ase 2A 
catalytic C subunit 
regulatory A subunit, binding site on, 
4872 


regulatory A subunit 
catalytic C subunit, binding site for, 
4872 


bindi 
site for, 4872 

simian virus 40 tumor antigens, bind- 
ing site for, 4872 


S. cerevisiae 
and transcriptional de- 
fects, 4946 
regulatory subunit A inactivation, 4946 
simian virus 40 DNA replication, activa- 
tion of, 4883 
Protein tyrosine kinase 
epidermal growth factor receptor 
oncogenic activation correlated with 
altered kinetics, 2010 
ErbB proteins 
oncogenic activation correlated with 
altered kinetics, 2010 


hematopoietic cells, preferential 
expression in, 836 
human chromosome 12p12-p13, local 
ization to, 836 
Protein tyrosine phosphatases 
hematopoietic intracellular 
proline-, glutamic acid-, serine-, and 
threonine-rich sequences, phos- 
phatase enriched in, 2396 
SH2 domain, phosphatase with, 2396 
mitosis, negative regulation of 
S. pombe pyp1* and pyp2*, 5571 
Proviral elements, endogenous 


second nuclear factor recruitment, 368 
PU.1 transcription factor 
Friend erythroleukemia cell differentia- 
tion, 2967 
Pur factor 
single-stranded DNA binding 
DNA replication origins, specific ele- 
ment conserved in, 1257 
gene flanking regions, specific element 
conserved in, 1257 
pur gene 
human 
single-stranded-DNA-binding proper- 
ties of protein, 5673 
Purine biosynthetic genes 
S. pombe 
cadmium tolerance, requirement for, 
5301 
pvt-1 locus 
T-cell leukemia 
t(8;14)(q24;q11) translocation, 4751 
pyp!* and pyp2* 
S. pombe 


protein tyrosine phosphatases that 
negatively regulate mitosis, 5571 
Pyruvate kinase gene expression, L type 
transgenic mice 
hormonal control and tissue 
ity, elements responsible for, 4852 


QCR8 gene 
S. cerevisiae 
ABF1 and CPF1 roles in regulation, 
2872 


R6-PKC3 celis 
H-ras transformed 
novel revertants, 3117 
Rac GTPase-activating proteins 
human 
D. me rotund 
similarity to, 5111 
RADI excision repair gene 
S. cerevisiae top3 mutants 
genome rearrangement, requirement 
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for, 4988 
RAD1 and RAD10 DNA repair proteins 
S. cerevisiae 
stable and specific association, 3041 
RADS-encoded DNA repair protein 
S. cerevisiae 
DNA helicase, 3807 
simple repetitive sequences, effect on 
stability of, 3807 
RADS1I gene 
S. cerevisiae 
Srs2 helicase mutation, semidominant 
suppressors of, 3224 


mouse 
a-fetoprotein gene postnatal repres- 
sion at posttranscriptional level, 
856 


derived growth factor, 5078 
B-Raf serine/threonine kinase 
major autophosphorylation site, 3733 
RAP1 


S. cerevisiae 
carboxy-terminal region, dissection of, 
1209 
telomere repeat sequence plasmid seg- 
regation, 1997 
transcriptional activation and silenc- 
ing, 1209 
RAP1, C-terminal truncation in 
S. cerevisiae 
telomere size, stability, and function, 
deregulation of, 5159 
rap] GAP 
catalytic domain, 4634 
sites of phosphorylation, 4634 
RAP30 general transcription factor 
RNA polymerase II, binding to 
nonspecific DNA binding, prevention 
of, 30 
RARA/myl fusion cDNA 
promyelocytic leukemia, acute 
t(15;17) translocation breakpoint, 800 
RARy2 
retinoic acid response element 
Spi sites, embedded in, 2976 


ras 
collagen I gene expression, regulation 
of, 4714 
GTPase-activating protein 
SH2-SH3 domains induction of gene 
expression, 3425 
mitogenic signalling 
ets-2 DNA-binding domain, suppres- 
sion by, 5355 
myc overexpression, restoration by, 
5355 
overexpression 
mammary epithelial cell differentia- 
tion, inhibition of, 3890 
S. cerevisiae 
effector region, dominant activating 
mutation in, 631 
IRA2 sensitivity, abolition of, 631 


Protein tyrosine phosphatase 
raf 
BALB/c lymphocytes 
discrete family, activation of, 220 
PRP38 
S. cerevisiae 
pre-mRNA splicing, 3939 Raf-1 
U6 small nuclear RNA levels, mainte- pi10 polypeptide, related 
: nance of, 3939 CD4-p complex, association with 
PTAI gene in T cells, 5260 
S. cerevisiae Raf-1 protein kinase 
pre-tRNA processing, 3843 oncogenic signal cascade 
PU.1 epidermal growth factor and platelet- 
promoter activation, 1728 
rsk encoded 
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c-H-ras 
NIH 3T3 cells 
p21™ activation, 3903 
platelet-derived growth factor stimula- 
tion of GTPase-activating 
tyrosine phosphorylation, 3903 
Ras activating protein 
keratinocyte 
calcium-induced differentiation, 5319 
H-ras 
R6-PKC3 cells, novel revertants of, 3117 
ras — gene family 


expression, 3138 
c-Ha-ras mutations 
mouse skin tumorigenesis 
transforming growth factor a, trans- 


mitogenic signal transduction 


hydrolysis, stimu- 


“CDC25 gene product, binding to, 2091 
ras superfamily genes 
S. cerevisiae 
RHO3 and RHO4, 5690 
v-Ras 
‘transformation 
rsp-1 novel cDNA, suppression by, 
3750 


Rat 
a, macroglobulin gene 
interleukin-6 response element, 2282 
synergistic action of interleukin-6 and 
— mediation of, 


gene 
liver-enriched 
DBP, 2847 
cytochrome P450 CYP2C6 gene 
liver-enriched transcription factor 
DBP, 2847 
epoxide hydrolase gene expression 
bipartite suppressor, down-regulation 
by, 4496 
factor-binding sites, conjunction of 
two distinct, 4496 
fibronectin gene transcription 
E1A-responsive elements, 2837 
growth hormone gene 
increased message stability and nu- 
clear polyadenylation accompany- 
— hormone depletion, 


posttranscriptional regulation, 2624 
LINE bicistronic RNAs, translation of 
ribosomal reinitiation instead of frame- 
shifting, 4242 


factor 


liver, development and regeneration of 
ribosomal protein gene translational 
control and posttranscriptional 
regulation, 2203 
phosphoenolpyruvate carboxykinase 
gene 
differential regulation in several tis- 
sues of transgenic mice, 1396 
fusion gene with human growth hor- 
mone gene in transgenic mice, 
1007 
prolactin promoter, proximal 
basal positive and negative transcrip- 
tion elements, interaction of, 2708 
nonpituitary cells, repression in, 2708 
rDNA promoter 


RBL-2H3 rat basophilic leukemia cells 
FceR1-mediated tyrosine phosphoryla- 
tion 
multiple proteins, 3176 
phospholipase Cyl, 3176 
receptor By, complex, 3176 
RBP60 
Rb-binding protein, 60-kilodalton 
Rb-E2F complex DNA binding, 4327 


ABF1-binding site, functional replace- 
ment by, 5516 
ILV1, GCN4-independent transcrip- 
tion of, 5516 
REC102 and REC107/MER2 
S. cezvevisiae 


1248 
RecA protein, procaryotic 
S. cerevisiae Srs2 helicase mutation 
semidominant suppressors, similar- 
ity to, 3224 
Recombinases, site-specific 
S. cerevisiae and Z. rouxii 
box I ‘mutations, 3757 


double-strand break induced 
homology requirements, 563 
single-stranded DNA formation, 563 
Recombinational repair 


«B site-dependent activation, 4067 
v-Rel oncoprotein 
DNA binding activity and redox regula- 


p50-NF-«B, interaction with, 674 


RelB-pS0 

RL/IF-1, inhibition by, 2898 
c-Rel-like proteins 

— cell-specific nuclear factor, 


Replication factor C 
S. cerevisiae 
leading-strand DNA replication com- 
plex, component of, 155 
Replication fork pausing 
S. cerevisiae centromeres, 4056 
Replication protein A 
binding properties 
human cells, 3050 
yeast cells, 3050 
Replicative proteins 
intracellular location during cell cycle 
progression, 3548 
Respiratory chain activity defects 
tRNAM*UUR) 480 
Retinoblastoma gene product 
human papillomavirus type 16 E7 pro- 
tein, inhibition of DNA binding by, 
1905 
nuclear binding 
cell cycle-re; 
determination by, 435 
Sp1-mediated transcription, regulation 
of, 2455 
Retinoblastoma protein 
human cdc2 kinase, physical association 
with, 971 
hyperphosphorylation, distinct domai 
for, 5363 
main for, 5363 
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ants lacking active-site tyrosine, 
3757 
Recombination 
> for, 1266 RADS1, 3235 
ras p21 T lymphocytes and natural killer cells Rel family 
: posttranslational processing Src-like protein tyrosine kinase associ- RelB 
yeast adenylate cyclase, stimulation ation with CD2 cell surface mole- p50-NF-«B, interaction with, 674 
of, 4515 cule, 5548 c-Rel, human 
Ras pathway thyroperoxidase promoter interleukin-2 receptor a-chain gene pro- 
S. cerevisiae cell-type-specific expression, 576 moter 
RSRI1, 758 thyroid-specific gene expression, com- 
Ras proteins mon mechanisms for, 576 
isoprenoid modification, specific whey acidic protein gene q 
requirement for i of normal but promoter and 3’ untranslated region, f 
not oncogerc protein, 2606 mediation of high-level expression RxxRxRxxC conserved motif in 
by, 905 i 
L-Myc and c-Myc, activation domains of RL/F-1, inhibition by, 2898 
S. cerevisiae transforming potencies, determination RelB 
cyclase, interaction with, of, 31 , — ‘ 
RBI containing Rel family transcription activator 
Ras proteins, catalytically inactive RBI gene product, transcriptional re- po 
pression by, 3431 
Rb-binding protein, 60-kilodalton 
RBP60 
Rb-E2F complex DNA binding, 4327 
rbcS gene 
pea 
mRNA 3’ end formation, 5406 
Rb-E2F complex 
DNA binding 
Rb-binding protein RBP60, 60-kilodal- 
ton, 4327 
mitosis, regulator of 
DNA replication, requirement for, 
3337 
rDNA promoter 
rat 
stereospecific alignment, requirement 
for, 1266 
REB1-binding site 
S. cerevisiae 
a early meiotic recombination genes, 
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Retinoblastoma-associated proteins 
transcription factor E2F, gene with 


chick ovaibumin upstream promoter 
transcription factor 


terminal differentiation, 4862 
Retinoic acid receptor family 
HL-60 cells 
granulocytic differentiation, mediation 
of, 3743 
Retinoic acid receptor/coregulator complex 
phosphoenolpyruvate carboxykinase 
gene 
retinoic acid response element, 5527 
Retinoic acid response element 
phosphoenolpyruvate carboxykinase 
gene 
retinoic acid receptor/coregulator com- 
plex, 5527 
Sp1 sites, embedded in 
RARy2 expression, regulation of, 2976 
Retinoic acid response pathways 
COUP orphan receptors, negative regu- 


posttranslational control at the protein 
processing level, 2813 
Retrotransposons, site-specific 
A. gambiae 
distinct families occu identical 
positions in rRNA genes, 5102 
Retroviral integrative recombination 
critical residues 
highly conserved region among retro- 
viral/retrotransposon integrases 
and bacterial insertion sequence 
transposases, 2331 
Retroviral/retrotransposon integrases 
highly conserved region 
retroviral integrative recombination, 
critical residues for, 2331 
Rev protein 
human immunodeficiency virus type 1 
polysomal association of gag/pol and 
vpu/env mRNAs, 1375 
translation of gag/pol and vpu/env 
mRNAs, 1375 
Reverse transcriptase, novel 
N. crassa Mauriceville plasmid 
cDNA synthesis beginning at 3’ end of 
template RNA, 5131 
Rhizobium species developmentally regu- 
lated protein 
S. cerevisiae CSD2 gene product, rela- 
tion to, 1764 
RHO3 and RHO4 
S. cerevisiae 
bud formation genes CDC42 and 
BEM1, suppression of defect by, 
5690 


bud growth, necessity for, 5690 
ras superfamily genes, 5690 


ras homolog gene family member 
growth-regulated expression, 3138 


translational control, selective, 2203 
Ribosomal protein gene L1 
X. laevis 
regulatory intron, sequences 
ble for splicing phenotype of, 
1117 
Ribosomal protein gene RPS14 
human 
fine-structure map, 1687 
Ribosomal protein $12 
L. tarentolae 
Cryptogene, pan-edited, 56 
kinetoplast maxicircle DNA, 56 
Ribosomal proteins, S4 
S. cerevisiae homolog 
NAM39, 402 
Ribosomal reinitiation 
LINE bicistronic RNAs, translation of, 
4242 
Ribosomal subunits 
S. cerevisiae 
NSR1, maintenance of steady-state 
levels by, 3865 
Rice 
actin gene 
cis-acting elements regulating tran- 
scription, 3399 
RL/IF-1 
liver, regenerating, induction in, 2898 
NF-«B inhibition, 2898 
PHF, novel «B site-binding complex, 
2898 


c-Rel-pS0 inhibition, 2898 
RelB-p50 inhibition, 2898 


mitochondria, S. cerevisiae 
RNA splicing and DNA intron mobil- 
ity, 696 
RNA polymerase I promoters 
shared features with T. brucei 
acidic repetitive protein (PARP) 
gene promoter, 2644 
RNA polymerase I transcription factor 
xUBF 
X. laevis 
repetitive ribosomal gene enhancers, 
cooperative binding to, 4970 
RNA polymerase II 
D. melanogaster 
15-kilodalton subunit, necessity for 
viability, 928 
initiation of transcription in vitro 
chromatin templates, in vivo-assem- 
bled, 1639 
mammalian 
specific transcription, factors involved 
in, 413 
transcription factor IIA, 413 
transcription factor IIJ, 413 
RAP30 general transcription factor, 
binding of 
— DNA binding, prevention 


TFUS, pons interaction with, 4142 


‘stability i in vitro, 2067 
RNA polymerase II C-terminal domain 
dihydrofolate reductase gene promoter, 
2250 


HIP1 initiator element, 2250 
RNA polymerase II elongation complexes 
two distinct classes, control of formation 
of, 2078 
RNA polymerase II 
downstream TATA element, 2884 
unusual, 2884 
RNA polymerase II promoter elements 
simian virus 40 origin 
RNA polymerase III 
transcription termination 
termination signal recognition, uncou- 
pling of polymerase release from, 


RNA polymerase III terminator 
B1-Alu element 
intermediate RNA product, 3’ proc- 
essing of, 1500 
RNA polymerase C (III) 
S. cerevisiae 
subunit association, 1087 
zinc-binding domain, effect of muta- 
tions in, 1087 
RNA polymerase C (III) subunit 
S. cerevisiae 
G, arrest after inactivation, 4314 
RPCS53, 4314 
RNA — C (Ill) third-largest sub- 
uni 
S. cerevisiae 
RPC82, 4433 
RNA processing, in vitro 
S. cerevisiae 
GAL1, GAL7, and GAL10 gene 3’ re- 
gions, 4262 
RNA splicing 
mitochondria, S. cerevisiae 
RNA maturase and DNA endonucle- 
ase switching experiments, 696 
RNase MRP 
S. cerevisiae 
mitochondrial RNA sequence, cleav- 
age at, 2561 
replication priming, 2561 
Rotund transcript 
D. melanogaster 
human Rac GTPase-activating pro- 
teins, similarity to, 5111 
imaginal disc morphogenesis, expres- 
sion during, 5111 


“RNA C (Ill) subunit, 4314 
RPC82 
S. cerevisiae 
RNA polymerase C (III) third-largest 
subunit, 4433 
RPS14 ribosomal protein gene 
human 
fine-structure map, 1687 
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properties of, 5620 of 
Retinoic acid posttranscriptional regulation, nonspe- 
apolipoprotein AI gene sensitization cific, 2203 
ARP-1, 3380 
Retinoic acid receptor 
4153 
keratinocytes 
lation by, 4666 
Retrotransposition 
Tyl 
regulated 
T. brucei 
guide RNAs, 2043 
RNA maturase 
spermatogenesis, expression during, 
$111 
ROX1 
S. cerevisiae 
HEM13 repression, 2616 
RPCS53 
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rRNA gene, 5S 
X. laevis 


organization, 45 
oocyte, 45 
somatic, 45 
rRNA genes, active and inactive 
X. laevis and X. borealis 
different chromatin structures along 
flanking spacers, 4288 
rsk 
protein kinases 
erk-encoded protein kinases, 915 
nuclear localization and regulation, 
915 
rsp-1 


v-Ras transformation, novel cDNA capa- 


ble of suppressing, 3750 
RSRI 


S. cerevisiae 
cell polarity, role in development of, 
758 
Krev-1 (smg21A/rap1A), homology to, 
758 


ras-like gene, 758 
Ras pathway, interactions with, 758 


apolipoprotein Al gene sensitization 
ARP-1, 3380 
RxxRxRxxC conserved motif in Rel/KB 
proteins 
v-Rel oncoprotein DNA — activity 
and redox regulation, 3094 


S4 ribosomal proteins 
S. cerevisiae homolog 
NAM39, 402 
Saccharomyces cerevisiae 
al-a2 repressor 
C. albicans G-protein a subunit, regu- 
lation of, 1977 
ABF1 phosphoprotein 
COX6, carbon source control of tran- 
scription of, 4197 
ACRI 
ATF/CREB repressor, 5394 
adenylyl cyclase-associated CAP pro- 
teins 
human cDNA encoding related pro- 
tein, 5033 
adenylyl cyclase-associated protein, 
70-kilodalton 
RAS proteins, adenylyl cyclase inter- 
action with, 4937 
ADRH2 glucose repression 
ADR1, control of synthesis of, 1663 
ADRI 
ADRI* mutations, enhanced activation 
of transcription, 1507 
cyclic AMP-dependent protein kinase 
phosphorylation of Ser-230, 1507 
DNA binding and transactivation, 
changes in, 2784 
zinc finger mutations, 2784 
al protein 
duplex DNA recognition site, binding 
to single strand of, 3573 
a-factor receptor 
hydrophobic core, substitutions in, 
3959 
S. kluyveri a-factor, response to, 3959 
ARGR regulatory complex 
arginine, repression or induction by, 


68 
target site, 68 
ATF/CREB repressor 
ACRI1, 5394 
bud formation genes CDC42 and BEM1 
RHO3 and RHO4 defect, suppression 


of, 5690 
Ca**/calmodulin-dependent phosphopro- 
tein phosphatases 
regulatory subunit (CNB/ gene prod- 
uct) required for adaptation to 
pheromone, 3460 
cauliflower mosaic virus polyadenylation 
site 
plant sequence elements required for 
function, 2322 
sequence elements required for func- 
tion, 2322 
CDC25 gene product 
binding to catalytically inactive Ras 
proteins in vivo, 2091 
CDC42 and BEM1 
RHO3 and RHO4 defect, suppression 
of, 5690 
cell cycle delay 
dicentric chromosome, induction by, 


cell cycle regulatory genes 
histone gene S-phase t 
regulation of, 5249 
cell polarity, development of 
RSR1, 758 
centromeres 
replication fork pausing, 4056 
chromatin structure 
SIN4 global transcriptional regulator, 
4503 


chromosomal origin 
ARS consensus sequence, requirement 
for function, 4305 
chromosome III 
DNA replication origin and termina- 
tion zone, 4733 
cobalt accumulation 
COT1, 3678 
cobalt accumulation, 3678 
COX6 
ABF'1 general transcription factor, 
regulation by, 2302 
ABF1 phosphoprotein role in tran- 
scription control, 4197 
carbon source control of transcription, 
4197 
separate HAP2- and heme-responsive 
elements, regulation by, 2302 
CSD2, CSD3, and CSD4 genes 
chitin synthesis genes, 1764 
CSD2 gene product 
chitin synthases, relation to, 1764 
Rhizobium species and X. laevis de- 
velopmentally regulated proteins, 
relation to, 1764 
CTF4 (CHL15) mutants 
defective DNA metabolism, 5736 
CUP! promoter 
nucleosome loss, activation to fully 
induced levels by, 1621 
cytochrome c, presequence 
19-amino-acid hydrophobic region, 
mutations in, 4677 
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mitochondrial intermembrane space, 
sorting to, 4677 
DNA replication, initiation of 
multifunctional autonomously replicat- 
ing sequence binding factor 1, 
1064 


double-stranded RNA virus L-A 
coat protein attachment to cap struc- 
ture of eukaryotic mRNA, 3390 
DPHS methyltransferase gene 
diphthamide biosynthesis, requirement 
for, 4026 
early meiotic transcripts are highly un- 
stable, 3948 
EGDI 
GAL4 DNA binding, 5683 
human BTF3, homolog of, 5683 
eIF-2a kinase GCN2 
histidyl-tRNA synthetases, domain 
related to, 5801 
eIF-2a kinase GCN2, mutants defective 
for 
GLC7 restoration of GCN4 transla- 
tional activation, 5700 
endoplasmic reticulum 
insertion of membrane proteins, inhi- 
bition by C-terminal sequences, 
276 
EUGI gene 
endoplasmic reticulum protein, 4601 
protein disulfide isomerase, resem- 
blance of protein to, 4601 
Fip site-specific recombinase 
box I mutations, 3757 
pairwise complementation with vari- 
ants lacking active-site tyrosine, 
3757 
G, arrest 
RNA polymerase C (III) subunit inac- 
tivation, 4314 
GAL1, GAL7, and GAL10 gene 3’ re- 
gions 
RNA processing, in vitro, 4262 
GAL4 
phosphorylation of transcriptionally 
active form and association with 
GAL80, 4981 
GAL/MEL regulon 
GALI or GAL3 overproduction, 2701 
GAL4 protein, galactose-independent 
activation of, 2701 
GCN4 
GLC7, restoration of translational ac- 
tivation by, 5700 
GCRI1 
DNA-binding activity, 2690 
TPI upstream sequence, 
binding to, 
GCR2 
glycolytic genes, role in activation of, 
3834 
GHAI 
glycogen branching enzyme, allelic 
gene encoding, 22 
GLC3 
glycogen branching enzyme, allelic 
gene encoding, 22 
GLC7 truncated protein phosphatase 
GCN4 expression, restoration of 
translational activation of, 5700 
glucose repression 
control of mRNA turnover, 2941 
glycolytic genes 


RXRa 
3857 
mitotic checkpoints, dependence 
upon, 3857 
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GCR2 role in activation, 3834 
Gtr1 putative GTP-binding protein 


Pho84 inorganic phosphate transporter 


function, 2958 


guanyl nucleotide-dependent adenylyl 
cyclase 


heterologous transcriptional activation 
domain fusion, temperature-de- 
pendent regulation of, 1021 
HEM 13 transcription, repression of 


HAP!1 and ROX1, formation of regula- 


tory pathway by, 2615 
HIS3 promoter 
nucleosome loss, activation to fully 
induced levels by, 1621 
histone gene 
cell cycle regulatory genes, 5249 
S-phase transcription, 5249 
histone H3 transcription 
constitutive negative regulatory ele- 
ment, control by, 5455 
multiple cell cycle activation sites, 
contro! by, 5455 
HOP! gene, meiotic induction of 
positive and negative regulatory sites, 
control by, 3706 
ILV1, GCN4-independent transcription 


MAT, mediation of, 1078 
meiosis, mediation of nutritional con- 
trol of, 1078 
initiator tRNA function 
conserved positions, 1432 
IRA2 
RAS, abolition of sensitivity in, 631 
MASS 
DnaJ homolog, 283 
mitochondrial protein import, 283 
MAT, mediation of 
IME4, 1078 
mating signal transduction pathway 
C. albicans G-protein a subunit, func- 
tion of, 1977 
MCM1 
duplex DMA recognition site, binding 
to single strand of, 3573 
N-terminai 96 residues sufficient for 
DNA binding, transcription, and 
interaction with al, 3563 
regulator of cell type-specific genes, 
3563 


MEI4 
chromosome synapsis, requirement 
for, 1340 
meiosis-specific gene, 1340 
meiosis, nutritional control of 
IME4, mediation by, 1078 
meiotic recombination 
excision repair tracts, measurements 
of, 1805 
MET4 leucine zipper protein 


sulfur metabolism, transcriptional acti- 


vation of, 1719 
mitochondria 
RNA maturase and DNA endonucle- 
ase switching experiments, 696 
RNA splicing and DNA intron mobil- 


bi 
ABF1 and CPF1 roles in QCR8 gene 


MOTI gene product 
presumptive helicase, 1879 
viability, requirement for, 1879 
mRNA turnover, gene products that pro- 
mote, 2165 
multifunctional autonomously replicating 
sequence binding factor 1 
DNA replication, initiation of, 1064 
transcriptional control, 1064 
NAM69 nuclear suppressor of mitochon- 
drial ochre mutations 


S4 ribosomal proteins, homolog to, 
402 


NSRI1 
pre-rRNA processing, requirement 
for, 3865 
ribosomal subunits, maintenance of 
steady-state levels of, 3865 
nuclear and subnuclear localization 
mitochondrial and nuclear methyl- 
transferase, 5652 
p21?’ and components of the budding 
pathway, interactions between, 4084 
peroxisomal citrate synthase 
alternative topogenic signals, 5593 
PGKI1 


endonucleolytic cleavage in 3'-termi- 
nal part of coding region, 2986 
mRNA degradation, rate-limiting step 
in, 2986 
Pho84 inorganic phosphate transporter 
Gtr1 putative GTP-binding protein, 
2958 
PKCI1 gene product 


DNA metabolism in vivo, action in, 
5724 

DNA polymerase a, binding to, 5724 

pre-mRNA cleavage and polyadenyla- 
tion, 3470 

pre-mRNA polyadenylation sites, 4215 
pre-mRNA splicing 

PRP38, 3939 
pre-tRNA processing 

gene, 3843 
proliferation, inhibition of 

human p53 and CDC2Hs genes, 1357 
protein kinase C homolog 

bypass of requirement for, 172 
protein kinase 

SLK1, 1162 
protein kinase, putative 

BCK1, 172 

dominant mutations, 172 
protein phosphatase 2A 

morphological and transcriptional de- 

fects, 4946 

regulatory subunit A inactivation, 4946 
PRP38 

pre-mRNA splicing, 3939 

U6 small nuclear RNA levels, mainte- 
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nance of, 3939 
PTAI gene 
pre-tRNA processing, 3843 
QCR8 gene 
ABF1 and CPF! roles in regulation, 
2872 
RAD1 and RAD10 DNA repair proteins 
stable and specific association, 3041 
RADS-encoded DNA repair protein 
DNA helicase, 3807 
simple repetitive sequences, effect on 
stability of, 3807 
zinc-binding sequence motifs, 3807 


telomere size, stability, and function, 
deregulation of, 5159 
RAS 
effector region, dominant activating 
mutation in, 631 
IRA2 sensitivity, abolition of, 631 


7 
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